0 • 

NCBI Description CHLOROPHYLL A-B BINDING PROTEIN PRECURSOR (LHCI TYPE II 

CAB) >gi_82243_pir S00442 chlorophyll a/b-binding protein 

precursor - garden petunia >gi_169214 (M21317) chlorophyll 
binding protein precursor [Petunia hybrida] 

>gi_226259_prf 1503272A chlorophyll binding protein 

[Petunia sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403569 

LIB3432-022-P1-K1-E1 

BLASTX 

gl66835 

464 

1.0e-46 

92 
96 

(M86720) 
activase 



ribulose bisphosphate carboxylase/oxygenase 
[Arabidopsis thaliana] >gi_2642170 (AC003000) 



Rubisco activase [Arabidopsis thaliana] 
403570 

LIB3432-023-P1-K1-H11 

BLASTX 

g2754849 

324 

6.0e-30 

96 

68 

(AF039000) putative serine-glyoxylate aminotransferase 
[Fritillaria agrestis] 

403571 

LIB3432-024-P1-K1-B12 

BLASTX 

gl32105 

183 

6.0e-14 

59 

68 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538__ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



403572 

LIB3432-024-P1-K1-H5 

BLASTX 

gl353352 

191 

1.0e-14 

57 
61 

(U31975) alanine aminotransferase 



[ Chlamydomonas 



51921 



reinhardtii] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403573 

LIB3432-026-P1-K1-D2 

BLASTN 

g2072554 

142 

4.0e-74 

166 

98 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403574 

LIB3432-026-P1-K1-H6 

BLASTX 

g5912588 

716 

7.0e-7 6 

152 

86 

(AJ249607) MGDG synthase A [Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403575 

LIB3432-028-P1-K1-A3 
BLASTX - - - - 
g585551 
236 

3.0e-20 

58 

78 

NUCLEOSIDE DIPHOSPHATE KINASE I (NDK I) (NDP KINASE I) 

>gi_629798_pir S43330 nucleoside-diphosphate kinase (EC 

2.7.4.6) - rice >gi_303849_dbj_BAA037 98_ (D16292) 
nucleoside diphosphate kinase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403576 

LIB3432-028-P1-K1-C11 

BLASTX 

g5091509 

816 

1.0e-87 

147 

99 

(AB023482) EST AU065533 (C2174 ) corresponds to a region of 
the predicted gene.; Similar to Homo sapiens splicing 
factor Prp8 mRNA, complete cds. (AF092565) [Oryza sativa] 

403577 

LIB3432-028-P1-K1-D6 

BLASTX 

gl32105 

627 

2.0e-65 

136 

88 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 



51922 



HI 



(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403578 

LIB3432-028-P1-K1-G5 

BLASTX 

g729535 

160 

9.0e-ll 

78 

46 

FERREDOXIN-THIOREDOXIN REDUCTASE, CATALYTIC CHAIN PRECURSOR 
(FTR-C) (FERREDOXIN-THIOREDOXIN REDUCTASE SUBUNIT B) 
(FTR-B) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403579 

LIB3432-028-P1-K1-H3 

BLASTX 

gl217967 

438 

3.0e-43 

124 

72 

(X96431) high affinity sulphate transporter [Hordeum 
vulgare] 



Seq. No. 


403580 


Seq. ID 


LIB3432-029- 


Method 


BLASTN 


NCBI GI 


g5803242 


BLAST score 


221 


^, E value 


1.0e-121 


Match length 


334 


% identity 


97 


NCBI Description 


Oryza sativa 


Seq. No. 


403581 


Seq. ID 


LIB3432-030- 


Method 


BLASTN 


NCBI GI 


gl835730 


BLAST score 


129 


E value 


3.0e-66 


Match length 


285 


% identity 


88 


NCBI Description 


Oryza sativa 




complete cds 


Seq. No. 


403582 


Seq. ID 


LIB3432-030- 


Method 


BLASTN 


NCBI GI 


gl835730 



genomic DNA f chromosome 6, clone : P0535G04 



P1-K1-A1 



51923 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175 

1.0e-93 

351 

87 

Oryza sativa photosystem II 10 kDa polypeptide mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403583 

LIB3432-030-P1-K1-D4 

BLASTX 

g3413511 

256 

2.0e-22 
77 
66 

(AJ000265) 
oleracea] 



glucose-6-phosphate isomerase [Spinacia 



Seq. No. 


403584 


Seq. ID 


LIB3432-032-P2-K1-G1 


Method 


BLASTN 


NCBI GI 


g4138731 


BLAST score 


44 


E value 


3 . Oe-15 


Match length 


166 


% identity 


28 


NCBI Description 


Zea mays mRNA for proline-rich protein 


Seq. No. 


403585 


Seq. ID 


LIB3432-032-P2-K1-H11 


Method 


BLASTX 


NCBI GI 


g2288969 


BLAST score 


182 


E value 


2.0e-19 


Match length 


120 


% identity 


51 


NCBI Description 


(Y12862) glutathione transferase [Zea mays] 


Seq. No. 


403586 


Seq. ID 


LIB3432-034-P2-K1-H12 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


563 


E value 


5.0e-58 


Match length 


122 


% identity 


86 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 



(RUBISCO SMALL SUBUNIT C) >gi_68094__pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538__ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375__prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No* 



403587 



51924 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ft 



LIB3432-034-P2-K1-H5 

BLASTX 

g5007084 

696 

1.0e-73 

133 

98 

(AF155333) 
sativa] 



NADP-specific isocitrate dehydrogenase [Oryza 



Seq. No. 


A AOCOQ 

4 UoOoo 


dart in 
oeq. iu 


LlDjfl Ujri ea i\l HO 


Method 






g4 o yoioj 


BLAST score 


272 


E value 


6.0e-24 


Match length 


105 


% identity 


49 


NCBI Description 


(AC007661) hypothetical prot* 


Seq. No. 


403589 


Seq. ID 


LIB3432-035-P2-K1-A2 


Method 


BLASTN 


NCBI GI 


„Qf\y|01 Q 

goU4zi y 


BLAST score 


70 


E value 


3.0e-31 


Match length 


173 


% identity 


86 


NCBI Description 


Hordeum vulgare chloroplast ; 




mRNA, complete cds 


Seq. No. 


403590 


Seq. ID 


LIB3432-035-P2-K1-A3 


Method 


BLASTX 


NCBI GI 


g3913018 


BLAST score 


819 


E value 


6.0e-88 


Match length 


163 


% identity 


96 



I PSK-I subunit 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



FRUCTOSE-BISPHOSPHATE ALDOLASE, 
(ALDP) >gi_218155__dbjJBAA02730_ 
aldolase [Oryza sativa] 



CHLOROPLAST PRECURSOR 
(D13513) chloroplastic 



403591 

LIB3432-035-P2-K1-C7 

BLASTN 

g4959460 

35 

2.0e-10 

35 

100 

Zea mays RACB small GTP binding protein mRNA, 
403592 

LIB3432-035-P2-K1-G6 

BLASTX 

gl32081 



complete cds 



51925 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



300 

1.0e-27 

82 
76 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_68093_pir RKRZS 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - rice >gi__20341__emb_CAA30393_ (X07515) ribulose 
bisphosphate carboxylase [Oryza sativa] 



Seq. No. 




Seq. ID 


LIB343z-U3d-P2-K1-Ho 


Jxie tinou 


BijAo 1 A 




g±OOUi70 0 


BLAST score 


592 


E value 


2.0e-61 


Match length 


115 


% identity 


99 


NCBI Description 


40S RIBOSOMAL PROTEIN S3A (CYC07 PROTEIN) 


- 


>gi 4oo4Jl cjdj BAAUoUoy (DzdUdU) cycu / L Oryza sativa. 


Seq. No. 


403594 


Seq. ID 


LIB3432-035-P2-K1-H8 


Method 


DT 7\ o rn vt 


NCBI GI 


g473980 


BLAST score 


44 


E value 


7 . Oe-16 


Match length 


56 


% identity 


93 


NCBI Description 


Rice mRNA, partial homologous to glycine-rich protein 


Seq. No. 


403595 


Seq. ID 


LIB3432-037-P1-K1-B1 


Method 


BLASTX 


NCBI GI 


gzz934ou 


BLAST score 


loz 


E value 


% • ue ±i 


Match length 


45 


% identity 


73 


NCBI Description 


(AF011331) glycine-rich protein [Oryza sativa] 


Seq. No. 


403596 


Seq, ID 


LIB3432-037-P1-K1-B10 


Method 


BLASTX 


NCBI GI 


g2804280 


BLAST score 


653 


E value 


1.0e-68 


Match length 


136 


% identity 


82 


NCBI Description 


(AB003687) 6-4 photolyase [Arabidopsis thaliana] 




>gi_3929918_dbj_BAA34711_ (AB017331) 6-4 photolyase 




[Arabidopsis thaliana] 



Seq. No. 403597 

Seq. ID LIB3432-037-P1-K1-E1 

Method BLASTX 

NCBI GI g4582783 



51926 



BLAST score 


167 


Hi value 


3 Op-13 




73 


*5 XUtSilLXLy 






( A.lC\C\f\l R9 \ <?i"^rph eivnt-h^ «tp i ^nfnrm V rV"i rrnfl nncniiculatal 




403598 

*± \j ~j -j z> \J 


Spa ID 


LIB3432-037-P1-K1-E3 


Mpthod 


BLASTX 


NCBI GI 


g4850330 


BLAST score 


332 


ill Value 


/ • .JX 






9- T 7"* 4t" T "I - T 7 

-s xaenLity 


i on 

J.UU 




(Z\Rn97193^ pytorhrnmp r* nvi Hs«!P ^nfanrnt* Sr* TOirvza satival 

^ rA r? I l^i J ^ v_- V L. v> L*il J- O V_/A-L O d O KJ.XJ LLx 1 JL L» L-> [ v^- _y gauj-vuj 


JCVj* IN U • 




Seq. ID 


LIB34 32-037 -P1-K1-F7 


Mpt"hnH 


RLASTX 




rr?7731 R4 


BLAST score 


217 


E value 


6.0e-18 


L v Ia.l-.CXl Xeilytil 


7 1 


Q- ^-J /"y TT\ 4*" T T T T 

^ lUcULlLy 




NCBI Description. 


\H.E Ujjj / jJ aDSClSlC aOlU d-ilvJ. btlcoo XilLyLLAOX.LJXc; piULCin 




[UiyZa SaLlvaJ 


beq. jmo . 






TTR3439-03Q-P1 -K1 -A? 


Mpthnri 


BLASTX 


NCBI GI 


g3122572 


BLAST score 


519 


E value 


8.0e-53 


Match length 


148 


% identity 


67 



NCBI Description 



NADH- UBIQUINONE OXIDOREDUCTASE 75 KD SUBUNIT PRECURSOR 
(COMPLEX I-75KD) (CI-75KD) (7 6 KD MITOCHONDRIAL COMPLEX I 

SUBUNIT) >gi_1084434_pir S 52 7 37 NADH dehydrogenase 

(ubiquinone) (EC 1.6.5*3) 7 6K chain precursor - potato 
>gi_758340_emb_CAA59818_ (X85808) 76 kDa mitochondrial 
complex I subunit [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403601 

LIB3432-039-P1-K1-G6 

BLASTX 

g5091509 

719 

3.0e-76 

134 

100 

(AB023482) EST AU065533 (C2174 ) corresponds to a region of 
the predicted gene.; Similar to Homo sapiens splicing 
factor Prp8 mRNA, complete cds . (AF092565) [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 



403602 

LIB3432-039-P1-K1-H12 
BLAST N 



51927 



# 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl661159 
232 

1.0e-128 

232 

100 

Oryza sativa chlorophyll a/b binding protein (kcdl895) 
mRNA, complete cds 

403603 

LIB3432-039-P1-K1-H4 

BLASTX 

g733456 

527 

9.0e-54 

122 

84 

(U23189) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 

403604 

LIB3432-040-P1-K1-A12 

BLASTN 

g2072554 

36 

1.0e-10 

36 
100 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403605 

LIB3432-040-P1-K1-A6 

BLASTN 

g6103440 

50 

8.0e-20 

50 

100 

Oryza sativa metallothionein-like protein 
complete cds 



(ML2) mRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



403606 

LIB3432-040-P1-K1-D10 

BLASTX 

g22240 

307 

2.0e-28 

79 

80 

(X07157) GADPH (383 AA) 
403607 

LIB3432-040-P1-K1-G8 

BLASTX 

gl32105 

495 

3.0e-50 



[Zea mays] 



51928 



Match length 

% identity 

NCBI Description 



91 
98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(ROBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1 , 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403608 

LIB3432-041-P1-K1-C11 

BLASTX 

g671740 

542 

2.0e-55 

98 

100 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403609 

LIB3432-042-P2-K1-A1 

BLASTN 

gl835730 

219 

1.0e-120 

235 

98 

Oryza sativa photosystem II 10 kDa polypeptide mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403610 

LIB3432-042-P2-K1-A10 

BLASTX 

g733456 

343 

4.0e-32 

66 

92 

(U23189) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403611 

LIB3432-042-P2-K1-A12 

BLASTX 

g3789952 

575 

1.0e-59 

108 

97 

(AF094775) chlorophyll a/b-binding protein presursor [Oryza 
sativa] 



Seq. No. 



403612 



51929 



€1 





T,TR^4'32-042-P2-Kl-A9 


Mot Y\ nH 


RLASTX 


NCBI GI 


g2662310 


BLAST score 


219 


E value 


o • ue 10 


Match length 


DO 


% identity 


D / 


jnld! Description 


^riDUU_/OU / y Jjpwi [nuxucuiiL vuxycii.t;j 


beq. rJO . 




oeq. lu 


T TR^4?9-04?-P9-Kl -R? 

lilD J 1 ! U rt ii, JL ^1 I\.J- Di. 


Method. 




NCBI GI 


g3643607 


BLAST score 


260 


Hi VcU_Ue 


o . US Z, J 


Match length 


oz 


% identity 


/ O 


iN^rsi uescripLioii 




beq. no. 




C orT TP) 

oeq. ijj 


T.TR^4^?-04?-P9-Kl -R? 




RT 




a2129675 


BLAST score 


555 


E value 


4.0e-57 


Match length 


122 


% identity 


89 


NCBI Description 


probable chlorophyll synthetase G4 - . 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_972938 (U19382) putative chlorophyll synthetase 
[Arabidopsis thaliana] >gi_3068709 (AF049236) putative 
chlorophyll synthetase [Arabidopsis thaliana] 



403615 

LIB3432-042-P2-K1-B4 

BLASTN 

gl67086 

52 

2.0e-20 

148 

84 

Hordeum vulgare photosystem I protein 
complete cds 



(PSI-L) mRNA, 



Seq. No. 
Seq. ID 



403616 

LIB3432-042-P2-K1-B7 

BLASTX 

g82080 

200 

7.0e-16 

72 

60 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 

403617 

LIB3432-042-P2-K1-C11 



51930 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



HI 



BLASTX 

gl!68537 

448 

1.0e-44 

96 
89 

ASPARTIC PROTEINASE PRECURSOR >gi_82458_pir JS0732 

aspartic proteinase (EC 3.4.23.-) - rice 
>gi_218143_dbj_BAA02242_ (D12777) aspartic proteinase 
[Oryza sativa] 



uCv|i Vt\J • 


1U JUIO 


UCVj • 1U 


J_l X i-J ~J C-t V 1 ^ XT i.\ J_ v> 


LyicLnoa. 




X7/-1 rj T r~* T 


— A C A Q O 

g4oo /uyo 


OT,7V CT* qnnrp 
DlinOl o^UIc 


x 0 0 


E value 


6.0e-14 


Match length 


46 


% identity 


78 


NCBI Description 


(AF001136) zinc finger 


Seq. No. 


403619 


Seq. ID 


LIB3432-042-P2-K1-C9 


Method 


BLASTX 


NCBI GI 


g!32105 


BLAST score 


455 


E value 


2.0e-45 


Match length 


92 


% identity 


91 


NCBI Description 


RIBULOSE BISPHOSPHATE 1 




(RUBISCO SMALL SUBUNIT 




ribulose-bisphosphate - 



BOXYLASE SMALL CHAIN C PRECURSOR 

>gi_68094_pir RKRZS9 

boxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403620 

LIB3432-042-P2-K1-D1 

BLASTX 

g3540182 

182 

3.0e-15 

77 

64 

(AC004122) Unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



403621 

LIB3432-042-P2-K1-D11 

BLASTX 

g2407281 

337 

7.0e-33 

78 

89 



51931 



NCBI Description 



(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 





Seq. No. 


403622 




Seq. ID 


LIB3432-042-P2-K1-D6 




Lit: L 1 1UU 


















T* 1 T7^i 1 no 


2.0e-48 






1 HQ 




■& iueiJXiL.y 








(Y10787} hvDothetical orotein 




Seq. No. 


403623 




Seq. ID 


LIB3432-042-P2-K1-D9 






JD J_ijrt.O X A. 




1NO.D-L. ul 


y*± ^ u f± z, o / 




d1lB.oi score 


0 1 L 




XT* tt ^ 1 no 






jyiatcn iengi.n 






15 luenuiuy 


7fl 


U 3 






G3 


oeq . lno . 




JU 


oeq. ±u 


T TR'}4'39-PI4 9~P9-'K*1 -TT1 0 




Kiel- no a 


JDlxriO 1 A 










BLAST score 


338 




E value 


2.0e-31 


- 


Match length 


1 R7 




% identity 


A Q 
4 




NCBI Description 


protein Kinase Aazi ihjU z. / .x 


jjiK:: 




^uo/ijjj receptor Kinase iiKe 






>gx iOoouoj lu/z/zo; receptor 






xongis taminats j ^gi looo^ua p. 


PI 




Kinase iiKe protein L^J-y^a sai 




Seq. No. 


403625 




Seq. ID 


LIB3432-042-P2-K1-E3 




Method 


BLASTX 




NCBI GI 


g549063 




BLAST score 


339 




E value 


3.0e-32 




Match length 


67 




% identity 


97 



-) - rice >gi_1122443 



[Oryza 



NCBI Description 



TRANSLAT IONALL Y CONTROLLED TUMOR PROTEIN H0M0L0G (TCTP) 

>gi_10724 64_pir A38958 IgE-dependent histamine-releasing 

factor homolog - rice >gi_303835_dbj_BAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



403626 

LIB3432-042-P2-K1-E4 

BLASTX 

g2072555 

237 

1.0e-19 
44 



51932 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

403627 

LIB3432-042-P2-K1-F11 

BLASTX 

g2497746 

191 

5.0e-15 

37 

100 

NONSPECIFIC LIPID-TRANSFER PROTEIN 2 PRECURSOR (LTP 2) 
>gi_951334 (U31766) lipid transfer protein precursor [Oryza 
sativa] 



Seq. No. 


403628 


Seq. ID 


LIB3432-042-P2-K1-F4 


Method 


BLASTX 


NCBI GI 


g4006893 


BLAST score 


170 


E value 


2.0e-12 


Match length 


54 


% identity 


54 


NCBI Description 


( Z 9 9 7 0 8 ) aminopept idas < 


Seq. No. 


403629 


Seq. ID 


LIB3432-042-P2-K1-F5 


Method 


BLASTX 


NCBI GI 


g!32105 


BLAST score 


490 


E value 


8.0e-50 


Match length 


92 


% identity 


97 


NCBI Description 


RIBULOSE BISPHOSPHATE i 




(RUBISCO SMALL SUBUNIT 




ribulose-bisphosphate 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BOXYLASE SMALL CHAIN C PRECURSOR 

>gi_68094__pir RKRZS9 

boxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

403630 

LIB3432-042-P2-K1-F6 

BLASTN 

g6041757 

122 

5.0e-62 

307 

85 

Genomic Sequence For Oryza sativa Clone 10P20, Lemont 
Strain, Complete Sequence, complete sequence 



Seq. No. 



403631 



51933 



# 





beq. iu 


Lil d j 4 O Z — U 4 Z ~ r Z~*J\l~tjl U 




Method 






NCBI GI 


g3212852 




BLAST score 


329 




E value 


y . Ue-ol 




Match length 


111 




% identity 


f A 

64 




NCBI Description 


(AC004005) unknown protein [Arabidopsis thaliana] 




Seq. No. 


4UoOOZ 




beq. ID 


Jj1d,34oZ — U4Z — rZ — i\1 — Lj4 




Method 


•qt 7\ OTY 
DliAo 1 A 




NLB1 (jl 


go ZUoU 




BLAST score 






E value 


2.0e-54 




Match length 


131 




% identity 


/4 




NCBI Description 


chlorophyll a/b-binding protein type III precursor — tomato 






>gi zZoo 1 z prx loUyzJoA chlorophyll a/o Dinamg protein 


if 




[Lycopersicon esculentum] 




Seq. No. 


403633 




Seq. ID 


LIBj4o2-042-P2-K1-G5 




Method 


BLASTN 




NCBI GI 


g4 /ojybo 




BLAST score 


36 


N= 


E value 


9-0e-ll 




Match length 


72 




% identity 


88 


s 


NCBI Description 


Arabidopsis thaliana chromosome I BAC F13011 genomic 






sequence/ complete sequence 




Seq. No. 


403634 


C 


Seq. ID 


LIBo4oZ-U4z-Pz-Kl-G / 




Method 


nltAb I A 




NCBI GI 


gll5772 




rsiiAbi score 


3/1 




E value 


4 . ue-oy 




Matcn lengtn 


11/1 
114 




% identity 


95 




NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN 1 PRECURSOR (LHCII TYPE I 






CAB-1) (LHCP) >gi 824 60 pir S03705 chlorophyll a/b-Dinaing 






protein 1R precursor - rice >gi_20178__emb_CAA32108_ 






(X13908) chlorophyll a/b-bindmg preprotem (AA -31 to 235) 






[Oryza sativa] 




Seq. No. 


403635 




O _ TVS 

Seq. ID 


LIBJ4 J2-04z-Pz-Kl-H2 




Method 


bliAblA 




JNCbl yjl 


gzu / z / z / 




BLAST score 


425 




E value 


3.0e-42 




Match length 


82 




% identity 


98 




NCBI Description 


(Y12595) Fd-GOGAT protein [Oryza sativa] 



Seq. No. 



403636 



51934 



^^^^ 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3432-042-P2-K1-H3 

BLASTX 

g!32105 

492 

1.0e-49 

122 

80 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL 'SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4,1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose l f 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 


403637 


Seq. ID 


LIB3432-042-P2-K1-H4 


Method 


BLASTX 


NCBI GI 


g6006853 


BLAST score 


464 


E value 


2 . 0e-4 6 


Match length 


IOC 


% identity 


68 


NCBI Description 


(AC009540) unknown protein [Arabidops. 


Seq. No. 


403638 


Seq. ID 


LIB3432-042-P2-K1-H6 


Method 


BLASTN 


NCBI GI 


g596077 


BLAST score 


47 


E value 


5.0e-18 


Match length 


79 


% identity 


91 


NCBI Description 


Zea mays thiamine biosynthetic enzyme 




complete cds 


Seq. No. 


403639 


Seq. ID 


LIB3432-042-P2-K1-H7 


Method 


BLASTX 


NCBI GI 


g!32105 


BLAST score 


558 


E value 


1.0e-57 


Match length 


103 


% identity 


98 



(thil-1) mRNA, 



NCBI Description 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase {EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-l f 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 



403640 



51935 



Seq. ID LIB3432-043-P1-K1-G3 

Method BLASTX 

NCBI GI g3582333 

BLAST score 147 

E value 7.0e-10 

Match length 57 

% identity 58 

NCBI Description (AC005496) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 403641 

Seq. ID LIB3432-043-P1-K1-H12 

Method BLASTN 

NCBI GI g6063530 

BLAST score 402 

E value 0.0e+00 

Match length 414 

% identity 99 

NCBI Description Oryza sativa genomic DNA, chromosome 3, clone : P0043E01 

Seq. No. 403642 

Seq. ID LIB3432-043-P1-K1-H6 

Method BLASTX 

NCBI GI gl 92 99 98 

BLAST score 333 

E value 3.0e-31 

Match length 89 

% identity 78 

NCBI Description (U77463) NADPH- dependent HC-toxin reductase [Hordeum 
vulgar e] 

Seq. No. 403643 

Seq. ID LIB3432-044-P1-K1-B8 

Method BLASTX 

NCBI GI g2570511 

BLAST score 280 

E value 6.0e-25 

Match length 110 

% identity 72 

NCBI Description (AF022738) chlorophyll a-b binding protein [Oryza sativa] 

Seq. No. 403644 

Seq. ID LIB3432-044-P1-K1-C2 

Method BLASTX 

NCBI GI g435942 

BLAST score 383 

E value 5.0e-37 

Match length 107 

% identity 71 

NCBI Description (U04295) DNA-binding factor of bZIP class [Oryza sativa] 

Seq. No. 403645 

Seq. ID LIB3432-044-P1-K1-G1 

Method BLASTX 

NCBI GI g3885884 

BLAST score 371 

E value 1.0e-35 

Match length 103 



51936 



-6 lasntity 




NIfRT Flo err i r*iT i on 

J/i^JD-L UCDUJ — LJ-> 


(AFOQ^fi^fn 60S ribo^omal nrotein L21 TOrvza satival 


beq. wo. 




beq. iu 


T TTX^A^O — CiA A — Pi — Tfl — 14 1 


LYlcX-ilOQ. 


DLxriO i A 


NCBI GI 


g5912424 


BLAST score 


512 


E value 




ixiai.cn xciigT_n 




% identity 


/ ± 






beq* MO. 






"39-04 S — PI -Kl -Aft 

LiXDO*±0^ U 1 J JTJ. i\-L, i*lO 


l v IC LIIOU. 


DiinO 1 A. 


J.N J_> X O J- 


U JJU / <J *J \J 


BLAST score 


296 


E value 


5.0e-27 


Match length 


77 


% identity 


77 


NCBI Description 


(AC004392) Contains similarity to symbiosis -related 



protein F1N20.80 gi_2961343 from A. thaliana BAC 
gb_AL022140. EST gb_T04 695 comes from this gene. 
[Arabidopsis thaliana] 



Seq. No. 


403648 


Seq. ID 


LIB3432-045-P1-K1-B1 


Method 


BLASTX 


NCBI GI 


g804973 


BLAST score 


147 


E value 


3.0e-09 


Match length 


48 


% identity 


62 


NCBI Description 


(X81376) L-ascorbate peroxidase [Capsicum annuum] 


Seq. No. 


403649 


Seq. ID 


LIB3432-045-P1-K1-G2 


Method 


BLASTX 


NCBI GI 


g4056502 


BLAST score 


414 


E value 


1.0e-40 


Match length 


105 


% identity 


75 


NCBI Description 


(AC005896) 40S ribosomal protein S5 [Arabidopsis thaliana] 


Seq. No. 


403650 


Seq. ID 


LIB3432-045-P1-K1-G3 


Method 


BLASTX 


NCBI GI 


g2911358 


BLAST score 


521 


E value 


5.0e-53 


Match length 


142 


% identity 


70 


NCBI Description 


(AF041043) NADPH HC toxin reductase [Zea mays] 


Seq. No. 


403651 



51937 



0 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3432-046-P1-K1-F7 

BLASTX 

gl32105 

749 

9.0e-80 

159 

90 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375__prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403652 

LIB3432-047-P2-K11-G6 

BLASTN 

g6103440 

246 

1.0e-136 

277 

98 

Oryza sativa metallothionein-like protein 
complete cds 



(ML2) mRNA, 



Seq. No. 


403653 


Seq. ID 


LIB3432-04I 


Method 


BLASTX 


NCBI GI 


g4469011 


BLAST score 


392 


E value 


5.0e-38 


Match length 


103 


% identity 


74 


NCBI Description 


(AL035602) 




thaliana] 


Seq. No. 


403654 


Seq. ID 


LIB3432-04: 


Method 


BLASTX 


NCBI GI 


g3786009 


BLAST score 


401 


E value 


3.0e-39 


Match length 


103 


% identity 


76 


NCBI Description 


(AC005499) 


Seq. No. 


403655 


Seq. ID 


LIB3432-04: 


Method 


BLASTN 


NCBI GI 


g5670155 


BLAST score 


58 


E value 


3.0e-24 


Match length 


58 


% identity 


100 



048-P2-K1-D6 



carbohydrate kinase-like protein [Arabidopsis 



-P2-K1-E3 



51938 



0 



NCBI Description Oryza sativa subsp. japonica BAC clone 34K24, complete 
sequence 



Seq. No. 


403656 


Seq. ID 


LIB3432-048-P2-K1- 


i v ie inou 


JDJ_Lrt.O 1 A. 






oMbi score 




_Cj ValUc 




Match length 




% identity 


ft n 










Seq. ID 


LIB3432-049-P1-K1- 


Method 


BLASTN 






oijii.o i score 


77 


E value 




rictus 11 -Lciiy LI1 


77 


% identity 


1UU 


NCBI Description 


Oryza sativa gene 




cxone . Hiap 


Seq. No. 


403658 


Seq. ID 


LIB3432-049-P1-K1 


Method 


BLASTX 


NCBI GI 


gll5772 


BLAST score 


170 


E value 


1.0e-12 


Match length 


37 


% identity 


97 



-E8 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



CHLOROPHYLL A-B BINDING PROTEIN 1 PRECURSOR (LHCII TYPE I 

CAB-1) (LHCP) >gi_82460_pir S03705 chlorophyll a/b-binding 

protein 1R precursor - rice >gi_20178_emb_CAA32108_ 
(X13908) chlorophyll a/b-binding preprotein (AA -31 to 235) 
[Oryza sativa] 

403659 

LIB3432-049-P1-K1-H9 

BLASTX 

g2342683 

161 

3.0e-ll 

42 

69 

(AC000106) Contains similarity to Bos beta-mannosidase 
(gb_U4 6067) . [Arabidopsis thaliana] 

403660 

LIB3432-050-P1-K1-A2 

BLASTX 

gl32105 

155 

8.0e-ll 

50 

68 



51939 



NCBI Description 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094jpir RKRZS9 

ribulose-bisphosphate carboxylase {EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose- 1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403661 

LIB3432-050-P1-K1-A7 

BLASTX 

g4115379 

254 

9.0e-22 

116 

45 

(AC005967) putative carbonyl reductase [Afabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403662 

LIB3432-050-P1-K1-E3 

BLASTX 

g2754849 

227 

3.0e-19 

52 

85 

(AF039000) putative serine-glyoxylate aminotransferase 
[Fritillaria agrestis] 



Seq. No. 


403663 


Seq. ID 


LIB3432-051-P1-K1-A2 


Method 


BLASTN 


NCBI GI 


g4158220 


BLAST score 


45 


E value 


3.0e-16 


Match length 


49 


% identity 


98 


NCBI Description 


Oryza sativa mRNA for 


Seq. No. 


403664 


Seq. ID 


LIB3432-051-P1-K1-D1 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


168 


E value 


3.0e-12 


Match length 


50 


% identity 


68 


NCBI Description 


RIBULOSE BISPHOSPHATE 



RBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi__2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 



51940 



€1 



sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 


403665 


Seq. ID 


LIB3432-051-P1-K1-D9 




"DT TACTY 
•DljfiO 1 A 






dIjAoi score 




E value 


o . ue jj 


Match length 


1 0*7 


% identity 


Dl 


LNUr5± jjescnp tion 


l/ioui / o^o j uransracuor LWicoiiana uaDacumj 


beq. no. 


4UjDDD 


beq. iu 




Method. 




NCBI GI 


g3913641 


BLAST score 


290 


E value 


z . Ue-zo 


Match length 


OO 


identity 




JNL/Di uescription 


r KUClUbHj - 1/ D _ BlbirnUbrnAlAbrj , LnLUKUrLAol rK&UUKbvJK. 




(D-FRUCTOSE-1, 6-B IS PHOSPHATE 1-PHOSPHOHYDROLASE) (] 




>gi 3041777 dbj BAA25423 (AB007194) 




fructose-1/ 6-bisphosphatase [Oryza sativa] 


Seq. No. 


403667 


Seq. ID 


LIB3432-051-P1-K1-G8 


Method 


BLASTN 


NCBI GI 


g3885891 


BLAST score 


79 


E value 


8.0e-37 


Match length 


114 


% identity 


93 



NCBI Description 



Oryza sativa photosystem-1 
mRNA, complete cds 



F subunit precursor (PSI-F) 



Seq. No. 


403668 


Seq. ID 


LIB3432-052-P1-K1-D7 


Method 


BLASTX 


NCBI GI 


g2921158 


BLAST score 


228 


E value 


9.0e-19 


Match length 


73 


% identity 


66 


NCBI Description 


(AF022909) ClpC [Arabidopsis thaliana] 


Seq. No. 


403669 


Seq. ID 


LIB3432-052-P1-K1-F9 


Method 


BLASTX 


NCBI GI 


g5306242 


BLAST score 


204 


E value 


5.0e-16 


Match length 


46 


% identity 


78 


NCBI Description 


(AC006438) unknown protein [Arabidopsis 



51941 



€1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403670 

LIB3432-053-P1-K1-H1 

BLASTX 

g671740 

602 

2.0e-62 

110 

100 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403671 

LIB3432-056-P1-K1-H2 

BLASTX 

g4467116 

154 

3.0e-10 

74 

34 

(AL035538) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403672 

LIB3432-057-P1-K1-A2 

BLASTX 

g439879 

300 

4.0e-27 

124 

54 

(L15194) 
complete 



[Golden delicious apple fruit expressed mRNA, 
cds.], gene product [Malus domestical 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403673 

LIB3432-057-P1-K1-A3 

BLASTX 

g2369766 

168 

9.0e-12 

84 

42 

(AJ001304) hypothetical protein [Citrus x paradisi] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403674 

LIB3432-057-P1-K1-C5 

BLASTX 

gl483563 

247 

6.0e-27 

65 

91 

(X99825) leucine aminopeptidase [Petroselinum crispum] 



Seq. No. 
Seq. ID 
. Method 
NCBI GI 
BLAST score 



403675 

LIB3432-058-P1-K1-B7 

BLASTX 

g2708741 

603 



51942 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-62 

159 
72 

(AC003952) hypothetical protein [Arabidopsis thaliana] 
403676 

LIB3432-058-P1-K1-C10 

BLASTN 

g21843 

43 

4.0e-15 

73 
90 

Wheat PsbO mRNA for 33kDa oxygen evolving protein of 
photosystem II 



Seq. No. 


403677 


Seq. ID 


LIB3432-058-P1-K1-G5 


Method 


BLASTX 


NCBI GI 


gl805654 


BLAST score 


265 


E value 


5.0e-23 


Match length 


101 


% identity 


49 


NCBI Description 


/VQQQTO \ n-il fviA/^n 1 -5 n_of -imnl -ifarl pa 1 <-i A i-iti 
VA^yy/ZJ CallUOuUllil 5 LllllUi-d. LcU. Ua.XUi.Uil 




oleracea] 


Seq. No. 


403678 


Seq. ID 


LIB3432-058-P1-K1-G6 


Method 


BLASTX 


NCBI GI 


g2765081 


BLAST score 


636 


E value 


5.0e-71 


Match length 


154 


% identity 


84 


NCBI Description 


(Y10557) g5bf [Arabidopsis thaliana] 


Seq. No. 


403679 


Seq. ID 


LIB3432-058-P1-K1-H5 


Method 


BLASTX 


NCBI GI 


g548605 


BLAST score 


401 


E value 


2.0e-39 


Match length 


90 


% identity 


89 


NCBI Description 


PHOTOSYSTEM I REACTION CENTRE SUBUNIT 



[Brassica 



X PRECURSOR 

(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 

>gi_539055_pir A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



403680 

LIB3432-059-P1-K1-A8 

BLASTX 

g3914466 

440 

1.0e-43 



51943 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



90 
91 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT PSAN PRECURSOR 
(PSI-N) >gi_2981214 (AF052429) photosystem I complex PsaN 
subunit precursor [Zea mays] 

403681 

LIB3432-059-P1-K1-C7 

BLASTX 

g2388911 

159 

6.0e-ll 

62 
50 

(Z98974) hypothetical PSUl-like protein 
[Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403682 

LIB3432-059-P1-K1-F6 

BLASTX 

g4006872 

182 

1.0e-13 

50 
70 

(Z99707) methionyl aminopeptidase-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403683 

LIB3432-059-P1-K1-G2 

BLASTX 

g3913018 

657 

5.0e-69 

137 

98 

FRUCTOSE-BISPHOSPHATE ALDOLASE, 
(ALDP) >gi_218155_dbj_BAA02730_ 
aldolase [Oryza sativa] 



CHLOROPLAST PRECURSOR 
(D13513) chloroplastic 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



403684 

LIB3432-059-P1-K1-H1 

BLASTX 

g4760483 

506 

1.0e-51 

104 
94 

(AB026731) monodehydroascorbate reductase [Oryza sativa] 
403685 

LIB3432-059-P1-K1-H12 

BLASTN 

g2072554 

124 

1.0e-63 
127 



51944 



% identity 99 

NCBI Description Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Descripti 



403686 

LIB3432-059-P1-K1-H3 

BLASTX 

gl34022 

143 

2.0e-09 

30 

100 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S8 >gi_70914_pir R3RZ8 

ribosomal protein S8 - rice chloroplast 
>gi_12022_emb_CAA33931_ (X15901) ribosomal protein S8 

[Oryza sativa] >gi_226643_prf 1603356BT ribosomal protein 

S8 [Oryza sativa] 

403687 

LIB3432-059-P1-K1-H6 

BLASTX 

g2072555 

183 

6.0e-14 

35 

94 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

403688 

LIB3432-060-P1-K1-A8 

BLASTX 

gl32105 

387 

1.0e-37 

98 

79 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi__2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403689 

LIB3432-060-P1-K1-B4 

BLASTX 

g733456 

650 

4.0e-68 

145 

86 

(U23189) chlorophyll a/b-binding apoprotein CP26 precursor 



51945 



[Zea mays] 





o c; V-^ • LN \J • 






udLJ • 1U 






Method 


BLASTX 




NCBI GI 


g3789954 




DLfioi score 






E value 


o . ue~ / l 




Match, length 






Q~ T -i 4— t T 

^ luem-ity 






MfTiT Fide? rtvl t-\+- t /"\y* 

lnwjjx uescr iption 


f HTTP! QA17^^ r»"h 1 or*rsr*i"h\rl 1 a /h-Ki nHi nrr 






sativa] 






lu JU 




Seq. ID 


LIB3432-060-P1-K1-H6 




Method 


BLASTX 




1NU.D1 Vjl 


yjO OD / OO 




dijIao i score 






E value 


d • ue DZ 




ft/I a +■ /~i Vi 1 d.Y\ Vi 






% identity 




~n 


NLbi Description 


(DoboH) catalase [Qryza sativaj 




oeq . lno . 






Seq. ID 


LIB3433-001-P1-K1-D5 




Method 


BLASTX 


sss::? 


"NT/" 1 "D T C T 


gz / oyjoo 




BiiAbi score 


1 0 / 




E value 


b . ue-lz 




rjatcn lenycn 


o / 




% identity 


A Q 

4 y 




NCBI Description 


(ACUUzoUo) SFlb like protein [Arab. 


N= 


Dt;q • LNO • 






Can TH 


T.TR?4^-nni -pi -pci -n£ 


s" | 


Method 


BLASTN 




NCBI GI 


gl815625 




BLAST score 


75 




E value 


3.0e-34 




Match length 


135 




% identity 


89 




NCBI Description 


Oryza sativa metallothionein-like ■ 



[Oryza 



complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403694 

LIB3433-001-P1-K1-F12 

BLASTX 

g3540195 

250 

2.0e-21 

108 
27 

(AC004260) Unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



403695 

LIB3433-001-P1-K1-H10 
BLASTN 



51946 



€1 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g556557 
70 

6.0e-31 

246 

82 

Rice mRNA for homologue of Tat binding protein, complete 
cds 



C 1 >-v >-» XTrt 

beg, no. 


A n^£Q£ 


beq. ID 


T TO "5/1 T3_Ani _D1 —V\ —U£Z 

J_ilbo4oo~UUl""irl — J\l — no 


Metnod 








BLAST score 


1 Q 1 

lo 1 


E value 


1 flo — 1 ^ 


Match length 


71 


% identity 


54 


NCBI Description 




Seq. No. 


4 (J Joy / 


beq. xu 


LIdj^jj UUj at) 


Method 


tit 7\ f^mv 

BLASTX 


NCBI GI 


g4335755 


BLAST score 


143 


E value 


o . ue—u y 


Match length 


DO 


% identity 


48 


NCBI Description 


(AC006284) putative hydroxyproline-rich glycoprotein 




[Arabidopsis thaliana] 


Seq. No. 


403698 


Seq. ID 


LIB3433-UU3-Qo-Kd-Dd 


Method 


BLASTX 


NCBI GI 


gl21528 


BLAST score 




E value 


A da. O Q 

4 . ue Zo 


i v ia ten lengtn 


1 0£ 
1UO 


% identity 


63 


NCBI Description 


G0S9 PROTEIN >gi 100683 pir S19115 G0S9 protein - r: 




>gi_20242_emb_CAA36189_ (X51909) G0S9 [Oryza sativa] 


Seq. No. 


403699 


Seq. ID 


LIB3433-003-Q6-K6-E11 


Method 


BLASTX 


NCBI GI 


g5360230 


BLAST score 


475 


E value 


9.0e-48 


Match length 


99 


% identity 


90 


NCBI Description 


(AB015287) Ran [Oryza sativa] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



403700 

LIB3433-003-Q6-K6-E5 

BLASTX 

g3236242 

336 

3.0e-31 

95 



51947 



% identity 72 

NCBI Description (AC004 684) putative ribosomal protein L36 [Arabidopsis 
thaliana] 

Seq. No. 403701 

Seq. ID LIB3433-003-Q6-K6-E9 

Method BLASTN 

NCBI GI g2624325 

BLAST score 88 

E value 7.0e-42 

Match length 238 

% identity 84 

NCBI Description Oryza sativa mRNA for glycine-rich RNA-binding protein 
(OsGRPl) 

Seq. No. 403702 

Seq. ID LIB3433-003-Q6-K6-F3 

Method BLASTN 

NCBI GI g5441872 

BLAST score 319 

E value 1.0e-179 

Match length 354 

% identity 98 

NCBI Description Oryza sativa genomic DNA, chromosome 2, clone : P0437H03 
(contig a) 

Seq. No. 403703 

Seq. ID LIB3433-003-Q6-K6-F9 

Method BLASTX 

NCBI GI g4835235 

BLAST score 242 

E value 2.0e-20 

Match length 132 

% identity 45 

NCBI Description (AL049862) putative protein [Arabidopsis thaliana] 

Seq. No. 403704 

Seq. ID LIB3433-003-Q6-K6-G3 

Method BLASTX 

NCBI GI g4103987 

BLAST score 289 

E value 4.0e-26 

Match length 96 

% identity 64 



NCBI Description (AF030516) 5, 10-methylenetetrahydrof olate 

dehydrogenase-5, 10-methenyltetrahydrofolate cyclohydrolase 

[Pisum sativum] >gi_6002383_emb_CAB56756. 1_ (AJ011589) 

5, 10-methylenetetrahydrofolate dehydrogenase: 

5, 10-methenyltetrahydrofolate cyclohydrolase [Pisum 

sativum] 



Seq. No. 403705 

Seq. ID LIB3433-003-Q6-K6-H5 

Method BLASTX 

NCBI GI g2293480 

BLAST score 209 

E value 9.0e-17 



51948 



# 



Match length 

% identity 

NCBI Description 



52 
81 

(AF011331) glycine-rich protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403706 

LIB3433-005-Q6-K1-D12 

BLASTX 

gl729971 

199 

9.0e-16 

71 

59 

TONOPLAST INTRINSIC PROTEIN, GAMMA (GAMMA TIP) 

(AQUAPORIN-TIP) >gi_1076745_pir S52004 gamma-Tip protein 

rice >gi_473997_dbj_BAA05017_ (D25534) gamma-Tip [Oryza 
sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
. NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403707 

LIB3433-005-Q6-K1-E4 

BLASTN 

g5902929 

78 

5.0e-36 

212 

84 

Oryza sativa mRNA for small GTP-binding protein OsRac3, 
complete cds 

403708 

LIB3433-006-Q6-K6-A4 

BLASTX 

g2982251 

169 

1.0e-ll 

101 

49 

(AF051208) putative RNA-binding protein [Picea mariana] 
403709 

LIB3433-006-Q6-K6-B4 

BLASTX 

g5734720 

304 

1.0e-27 

123 

50 

(AC008075) Contains PF_01426 BAH (bromo-adjacent homology) 
domain. ESTs gb_N96349, gb_T42710, gb_H77084, gb_AA395147 
and gb_AA605500 come from this gene. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



403710 

LIB3433-006-Q6-K6-B6 

BLASTX 

gl084461 

384 

6.0e-37 
133 



51949 



€1 



% identity 60 

NCBI Description RCc3 protein 



rice >gi_786132 (L27208) RCc3 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403711 

LIB3433-006-Q6-K6-C3 

BLASTX 

g283008 

775 

7.0e-83 

144 

99 

sucrose synthase (EC 2, 
>gi_2 036 6_emb_CAA4 6 0 1 7_ 
sativa] 



4.1.13) - 

(X64770) 



rice 

sucrose synthase 



[Oryza 



403712 

LIB3433-006-Q6-K6-C8 

BLASTX 

g82308 

239 

2.0e-26 

66 

80 

myb protein 308 - garden snapdragon 



403713 

LIB3433-006-Q6-K6-D10 

BLASTX 

g3121849 

167 

1.0e-20 

65 

89 

CALMODULIN >gi_1773321 
annuus ] 



(U7 9736) calmodulin [Helianthus 



403714 

LIB3433-006-Q6-K6-D4 

BLASTX 

gl084461 

271 

6.0e-24 

93 

62 

RCc3 protein - rice >gi_786132 (L27208) RCc3 [Oryza sativa] 
403715 

LIB3433-006-Q6-K6-D7 

BLASTX 

g4850384 

469 

5.0e-47 

114 

74 

(AC007357) F3F19.3 [Arabidopsis thaliana] 



Seq. No. 



403716 



51950 



Cprr TP) 


IilDJI J J V \J D yw IYO Hj X 


Mof Vi or? 
l ie LJ.KJU 


■DT,7\ CfPV 
£j -L A. 






BLAST score 


341 


E value 


5.0e-32 


jxiatcn lengtn 


Q Q 
O y 


% identity 


1 0 


NCBI Description 


(AJUUloU/; succinyl-LOA- ligas* 




t anal 


beq. jno. 


4 U J / 1 / 


Con Tn 


t tr^4 ^ ^— nn £— n£— pi i 

LlDJ'lJJ UUD yo 3\D Cili 


Lit; UilOU. 




NCBI GI 


g2407287 


BLAST score 


188 


E value 


/! n^— 1 /! 

4 . ue—14 


Ma t ch 1 engt h 




% identity 


04 


IM^DX UcbCIipClUIl 


^firui/oooj iiietaiiOLnionein li. 


beq. no. 


4 Uo / lo 


oeq. ijj 


t tt3^ a "5— nn £— n£— i? r 

JjIdJ^jj UU D yt) JM) CiJ 




rSlxttb 1 A 


NCBI GI 


g21839 


BLAST score 


469 


E value 


4 . Ue-4 / 


Ma t cn 1 engt n 


1 ftQ 

lOo 


-s identity 


80 


NCBI Description 


(X57952) phosphoribulokinase 


Seq. No. 


^ Aim (~» 

403719 


beq. xu 


t Tm a "3 "5 — nn i?^ 




OliiiO 1A 


NCBI GI 


g548770 


BLAST score 


511 


E value 


5.0e-52 


Match length 


121 


% identity 


83 


NCBI Description 


60S RIBOSOMAL PROTEIN L3 >gi 



[Arabidopsis 



[Triticum aestivum] 



228__pir S38359 ribosomal 

protein L3 - rice >gi_303853^_dbj_BAA02155_ (D12630) 
ribosomal protein L3 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403720 

LIB3433-006-Q6-K6-E7 

BLASTX 

g5042453 

646 

1.0e-67 

126 

97 

(AC007789) 
sativa] 



putative pathogenesis related protein [Oryza 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



403721 

LIB3433-006-Q6-K6-E9 

BLASTN 

gl70784 



51951 



BLAST score 40 

E value 4.0e-13 

Match length 71 

% identity 89 

NCBI Description Wheat ubiquitin carrier protein (UBC1) mRNA, complete cds 



beq. No. 




beq. ID 


Jj1oJ4 J J-UUo-Q b-Ko-r o 


Method 


DT 7\ CT^V 
jDj_LfiO 1 A 


NCBI GI 


go 3buZ 30 


BLAST score 


751 


E value 


4 . ue~ou 


rldtcn Icily ufl 


1/11 


% identity 


98 


NCBI Description 


(AB015287) Ran [Oryza sativa] 


Seq. No. 


403 /zo 


Seq. ID 


LIB3433-006-Q6-K6-H4 


Method 


JB-LAb 1 N - 


NCBI GI 


g5803242 


BLAST score 


353 


E value 


A A« l OA 


Match length 




% identity 


100 


NCBI Description 


Oryza sativa genomic DNA, chromosome 6, clone : P0535G04 


Seq. No. 


403724 


Seq. ID 


LIB3433-007-Q6-K1-H5 


Metiioa 


BLASTN 


NCBI GI 


g218140 


BLAST score 


74 


E value 


z . 0e-3o 


Match length 


on a 


% identity 


88 


NCBI Description 


Rice mRNA abundantly expressed at microspore stage 


Seq. No. 


403725 


Seq. ID 


LIB34 33-00 8-Q6-K1-A3 


Method 


BLASTX 


NCBI GI 


g3935169 


BLAST score 


170 


E value 


5 . Oe-lz 


Match length 


69 


is -Luen l JLT.y 




NCBI Description 


(AC004557) F17L21.12 [Arabidopsis thaliana] 


Seq. No. 


403726 


Seq. ID 


LIB3433-011-Q6-K1-A7 


Method 


BLASTX 


NCBI GI 


g3212879 


BLAST score 


611 


E value 


1.0e-63 


Match length 


141 


% identity 


79 


NCBI Description 


(AC004005) putative ribosomal protein L7 [Arabidopsis 



thaliana] 



51952 



€1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403727 

LIB3433-011-Q6-K1-C4 

BLASTX 

gl705735 

403 

3.0e-39 

79 

96 

CALCIUM- DEPENDENT PROTEIN KINASE, ISOFORM 11 (CDPK 11) 

>gi_1362175_pir S56651 probable calcium-dependent protein 

kinase (clone OSCPK11) - rice >gi_587500_emb_CAA57156_ 
(X81393) calcium-dependent protein kinase [Oryza sativa] 



Seq. No. 


403728 


Seq. ID 


LIB3433-011-Q6-K1-F2 


Method 


-r-\ t tv n mv 

BLASTX 


NCBI GI 


g47313l6 


BLAST score 


187 


-E value 


2.0e-14 


Match length 


49 


% identity 


76 


NCBI Description 


(AF120093) elongation factor 1-alpha [Nicotiana tabacum] 


Seq. No. 


403729 


Seq. ID 


LIB34 33-0 12-Q6-K1 -All 


Method 


BLASTN 


NCBI GI 


g3282393 


BLAST score 


313 


E value 


1.0e-176 


Match length 


395 


% identity 


95 


NCBI Description 


Oryza sativa aie2 mRNA, partial cds 


Seq. No. 


403730 


Seq. ID 


LIB3433-012-Q6-K1-B3 


Method 


BLASTX 


- NCBI GI 


g3914557 


BLAST score 


176 


E value 


9. Oe-li 


Match length 


36 


% identity 


100 


NCBI Description 


RAS-RELATED PROTEIN RAB7 (POSSIBLE APOSPORY-ASSOCIATED 




PROTEIN) >gi_1155265 (U40219) possible apospory-associat< 




protein [Pennisetum ciliare] 


Seq. No. 


403731 


Seq. ID 


LIB3433-013-Q6-K1-D11 


Method 


BLASTN 


NCBI GI 


gl9052 


BLAST score 


51 


E value 


1.0e-19 


Match length 


111 


% identity 


87 


NCBI Description 


H.vulgare Mybl gene 


Seq. No. 


403732 


Seq. ID 


LIB3433-014-Q6-K1-A2 



51953 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



BLASTX 

g2865175 

268 

4.0e-36 

114 

68 

(AB010945) AtRerlA [Arabidopsis thaliana] 

>gi_4914434_emb_CAB43637.1_ (AL050351) AtRerlA [Arabidopsis 
thaliana] 



403733 

LIB3433-014-Q6-K1-H12 

BLASTX 

g!899025 

186 

5.0e-26 

91 

66 

(U28215) hexokinase 2 
(AC005169) hexokinase 



[Arabidopsis thaliana] 
[Arabidopsis thaliana] 



>gi_3687232 



403734 

LIB3433-015-Q6-K1-A11 
BLASTX 

g388260 , , 

338 

9.0e-32 

114 

67 

(X62457) Hl-lflk [Arabidopsis thaliana] 
403735 

LIB3433-015-Q6-K1-A9 

BLASTN 

g3821780 

36 

8.0e-ll 

36 

100 

Xenopus laevis cDNA clone 27A6-1 
403736 

LIB3433-015-Q6-K1-B4 

BLASTX 

g4512712 

204 

2.0e-16 

108 
45 

(AC006569) unknown protein [Arabidopsis thaliana] 
403737 

LIB3433-015-Q6-K1-B6 

BLASTX 

g4097342 

450 

1.0e-44 



51954 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



84 
49 

(U57640) 



Bowman-Birk type trypsin inhibitor [Oryza sativa] 



403738 

LIB3433-015-Q6-K1-B7 

BLASTX 

g4406810 

339 

6.0e-32 

90 

64 

(AC006201) unknown protein [Arabidopsis thaliana] 
403739 

LIB3433-015-Q6-K1-B8 

BLASTX 

g2431769 

217 

1.0e-17 

60 

73 

(U62752) acidic ribosomal protein Pla [Zea mays] 
403740 

LIB3433-015-Q6-K1-C10 

BLASTN 

g4097153 

63 

7.0e-27 

107 

89 

Oryza sativa type 1 metallothionein-like (rgMT-1) gene, 
complete cds 



Seq. No. 


403741 


Seq. ID 


LIB3433-015-Q6-K1-C3 


Method 


BLASTX 


NCBI GI 


g4850330 


BLAST score 


321 


E value 


1.0e-29 


Match length 


63 


% identity 


97 


NCBI Description 


(AB027123) cytochrome c oxii 


Seq. No. 


403742 


Seq. ID 


LIB3433-015-Q6-K1-C6 


Method 


BLASTX 


NCBI GI 


g505136 


BLAST score 


159 


E value 


1.0e-12 


Match length 


54 


% identity 


76 


NCBI Description 


(D307 94) ferredoxin [Oryza . 


Seq. No. 


403743 


Seq. ID 


LIB3433-015-Q6-K1-D3 



oxidase subunit 5c [Oryza sativa] 



51955 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2760839 

284 

2.0e-25 

90 

61 

(AC003105) 



putative receptor kinase [Arabidopsis thaliana] 



403744 

LIB3433-015-Q6-K1-E4 

BLASTX 

g3257095 

190 

3.0e-14 

122 
39 

(AP000003) 840aa long hypothetical cell division control 
protein (transitional endoplasmic reticulum ATPase) 
[Pyrococcus horikoshii] 



Seq. No. 


403745 


Seq. ID 


LIB3433-015-Q6-K1-E5 


Method 


BLASTX 


NCBI GI 


g2244940 


BLAST score 


260 


E value 


1.0e-22 


Match length 


124 


% identity 


56 


NCBI Description 


(Z97339) hypothetical protein 


Seq. No. 


403746 


Seq. ID 


LIB3433-015-Q6-K1-E6 


Method 


BLASTN 


NCBI GI 


g4176421 


BLAST score 


36 


E value 


9.0e-ll 


Match length 


44 


% identity 


95 


NCBI Description 


Oryza sativa rpl!2-l gene for 




L12, complete cds 


Seq. No. 


403747 


Seq. ID 


LIB3433-015-Q6-K1-E7 


Method 


BLASTX 


NCBI GI 


g2407287 


BLAST score 


188 


E value 


4.0e-14 


Match length 


59 


% identity 


64 


NCBI Description 


(AF017366) metallothionein-li: 


Seq. No. 


403748 


Seq. ID 


LIB3433-015-Q6-K6-A2 


Method 


BLASTX 


NCBI GI 


g2895866 


BLAST score 


749 


E value 


1.0e-79 



51956 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169 
89 

(AF045770) methylmalonate semi-aldehyde dehydrogenase 
[Oryza sativa] 

403749 

LIB3433-015-Q6-K6-H2 

BLASTX 

g2995990 

298 

9.0e-27 

125 

49 

(AF05374 6) dormancy-associated protein [Arabidopsis 
thaliana] >gi_2995992 (AF053747) dormancy- associated 
protein [Arabidopsis thaliana] 

403750 

LIB3433-015-Q6-K7-E3 

BLASTX 

g4512685 

268 

2.0e-23 

130 

44 

(AC006931) hypothetical protein [Arabidopsis thaliana] 
>gi_4559325_gb_AAD22987.1_AC007087_6 (AC0D7087) 
hypothetical protein [Arabidopsis thaliana] 



Seq. No. 


403751 


Seq. ID 


LIB3433-015-Q6-K7-H11 


Method 


BLASTX 


NCBI GI 


g2293480 


BLAST score 


265 


E value 


6.0e-26 


Match length 


73 


% identity 


88 


NCBI Description 


(AF01133D glycine-rii 


Seq. No. 


403752 


Seq. ID 


LIB3433-016-Q6-K6-C11 


Method 


BLASTN 


NCBI GI 


g2773153 


BLAST score 


272 


E value 


1.0e-151 


Match length 


369 


% identity 


93 


NCBI Description 


Oryza sativa abscisic 




(Asrl) mRNA, complete 


Seq. No. 


403753 


Seq. ID 


LIB3433-016-Q6-K6-C4 


Method 


BLASTX 


NCBI GI 


g4371292 


BLAST score 


208 


E value 


1.0e-16 


Match length 


73 



[Oryza sativa] 



cds 



and stress-inducible protein 



51957 



? lQentny 


A Q 


IN^-Dl UeoCITipT__LQIl 


/ T\C^ C\C\ C\ r ) C\C\ \ nn V"Ti /^i i»m r^T'^f'fl'l n r Z\ yaKi Hoi^c i c t"Via 1 i aria 1 
\riUUUO^OU j UIlKIlOWil piTOteiri |_^lclJL)l(Jl(jpo 1 a UIla.X_Lciilcl J 


beq. no. 




oeq. id 


JjIDj^ jj Ul D yD f\.D 






NCBI GI 


g231924 


BLAST score 


242 


Ej VdlUti 


Z ■ WtJ ZU 






-6 laenuiry 


oD 


JN^JjI Description 


w 1 1 U^rlr\VJiXlili L/l / nHjlXllli irisx/lrjllN ri\Ili^Ui\.bUr\. irk^loi; 


beq. No. 


/l A O "7 c c 

4U 3 /DO 


oeq. id 




T\jf o 4- Vi /^ii^ 

rue (_-iivJU 




NCBI GI 


g5679842 


BLAST score 


241 


E value 


z . ue iu 


ria ten lengun 


!?J 


% identity 


o U 


NCBI Description 


tAJZ4oyoi; iijjz » d [uryza sauivaj 


Seq. No. 


403756 


beq. id 






r5J_ii\o J. A 


NCBI GI 


g2662310 


BLAST score 


273 


xti vaiue 


z • ue-^o 


Match length 


/ / 


% identity 


Q 9 
oZ 


NCBI Description 


^Aiouuyju / j opwi L«oraeuiu vuigarej 


Seq. No. 


403 Id I 


beq* iu 


Jj1oo4oo — Ul / n.1 AZ 




JDijrio 1 A 


NPRT (IT 




BLAST score 


605 


E value 


6.0e-63 


Match length 


112 


% identity 


100 


NCBI Description 


(AF034946) ubiquitin conjugating enzyme [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403758 

LIB3433-017-Q6-K1-G4 

BLASTN 

g6016845 

121 

1.0e-61 

141 
96 

Oryza sativa genomic DNA, chromosome 1, clone : P0711E10 



Seq. No. 403759 

Seq. ID LIB3433-017-Q6-K1-H2 

Method BLASTX 

NCBI GI g2388906 



51958 



# 0 



BLAST score 


211 


E value 


9.0e-17 


Match length 


112 


% identity 


38 


NCBI Description 


(Z98974) hypothetical protein [Schizosaccharomyces pombe; 


Seq. No. 


403760 


Seq. ID 


LIB3433-017-Q6-K1-H4 


Method 


BLASTN 


NCBI GI 


g6016845 


BLAST score 


60 


E value 


5.0e-25 


Match length 


83 


% identity 


93 


NCBI Description 


Oryza sativa genomic DNA, chromosome 1, clone : P0711E10 


Seq. No. 


403761 


Seq. ID 


LIB3433-017-Q6-K1-H6 


Method 


BLASTX 


NCBI GI 


gl21528 


BLAST score 


292 


E value 


7.0e-28 


Match length 


111 


% identity 


66 


NCBI Description 


GOS9 PROTEIN >gi 100683 pir S19115 GOS9 protein - rice 




>gi_20242_emb_CAA36189_ (X51909) GOS9 [Oryza sativa] 


Seq. No. 


403762 


Seq. ID 


LIB3433-018-Q6-K6-D4 


Method 


BLASTX 


NCBI GI 


g2429292 


BLAST score 


197 


E value 


3.0e-15 


Match length 


117 


% identity 


45 


NCBI Description 


(AF014470) peroxidase [Oryza sativa] 


Seq. No. 


403763 


Seq. ID 


LIB3433-018-Q6-K6-E4 


Method 


BLASTX 


NCBI GI 


g2493147 


BLAST score 


315 


E value 


4.0e-29 


Match length 


77 



% identity 84 

NCBI Description VACUOLAR ATP SYNTHASE 16 KD PROTEOLIPID SUBUNIT >gi_857574 
(U27098) H+-ATPase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403764 

LIB3433-019-P1-K1-A8 

BLASTX 

gl076732 

455 

2.0e-45 

120 

72 

type-1 pathogenesis-related protein 



barley 



51959 



>gi_732807_emb_CAA88618_ (Z48728) type-1 
pathogenesis-related protein [Hordeum vulgare] 




Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403765 

LIB3433-019-P1-K1-F4 

BLASTX 

g6102610 

299 

4.0e-27 ' 

136 

49 

(AF187317) CAF protein [Arabidopsis thaliana] 
403766 

LIB3433-020-P1-K1-C3 

BLASTX 

g2497883 

226 

2.0e-18 

56 
75 

METALLOTHIONEIN-LIKE PROTEIN TYPE 1 >gi_1362174_pir S57768 

metallothionein-like protein - rice >gi_687 638 (U18404) 
metallothionein-like protein [Oryza sativa] >gi_1815626 
(U43529) metallothionein-like type 1 [Oryza sativa] 
>gi_4097154_gb_AAD10376.1_ (U46159) type 1 rice 
metallothionein-like gene; Method: conceptual translation 
supplied by author. [Oryza sativa] 

403767 

LIB3433-020-P1-K1-E1 

BLASTX 

g2497883 

153 

5.0e-10 

62 

56 

METALLOTHIONEIN-LIKE PROTEIN TYPE 1 >gi_1362174_pir S57768 

metallothionein-like protein - rice >gi_687638 (U18404) 
metallothionein-like protein [Oryza sativa] >gi_1815626 
(U43529) metallothionein-like type 1 [Oryza sativa] 
>gi_4097154_gb_AAD10376.1_ (U46159) type 1 rice 
metallothionein-like gene; Method: conceptual translation 
supplied by author. [Oryza sativa] 

403768 

LIB3433-020-P1-K1-E12 

BLASTX 

g3482979 

205 

2.0e-16 

76 
46 

(AL031369) putative protein [Arabidopsis thaliana] 
>gi_4567258_gb__AAD23672.1_AC007070_21 (AC007070) 
hypothetical protein [Arabidopsis thaliana] 



51960 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403769 

LIB3433-020-P1-K1-E2 

BLASTX 

g4506745 

287 

7.0e-26 

97 

59 

ribosomal protein S9 >gi_1173285_sp_P4 6781__RS9_HUMAN 4 OS 

RIBOSOMAL PROTEIN S9 >gi_1362936_pir S55917 ribosomal 

protein S9 - human >gi_550023 (U14971) ribosomal protein S9 

[Homo sapiens] >gi_1096943_prf 2113200F ribosomal protein 

S9 [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403770 

LIB3433-020-P1-K1-E4 

BLASTX 

g4033424 

581 

4.0e-60 

125 

92 

SOLUBLE INORGANIC PYROPHOSPHATASE {PYROPHOSPHATE 
PHOSPHO-HYDROLASE) (PPASE) >gi_2668746 (AF034947) 
pyrophosphatase [Zea mays] 



inorganic 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403771 

LIB3433-020-P1-K1-E8 

BLASTX 

g3122599 

155 

4.0e-10 

76 
42 

P YRI DOXAMINE 5 1 -PHOSPHATE OXIDASE (PNP/PMP OXIDASE) 
>gi_1653389_dbj_BAA18303_ (D90913) pyridoxamine 5-phosphate 
oxidase [Synechocystis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403772 

LIB3433-020-P1-K1-F4 

BLASTX 

g2407287 

185 

9.0e-14 

59 

63 

(AF017366) metallothionein-like protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403773 

LIB3433-020-P1-K1-G10 

BLASTX 

g4678941 

327 

8.0e-31 

133 

56 

(AL049711) gamma response I protein [Arabidopsis thaliana] 



51961 



€1 



Seq. No. 


403774 


Seq. ID 


LIB3433-020-P1-K1-G2 


Method 


BLASTX 


NCBI GI 


g4895197 


BLAST score 


145 


E value 


6.0e-09 


Match length 


44 


% identity 


59 


NCBI Description 


(AC007661) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


403775 


Seq. ID 


LIB3433-020-P1-K1-G4 


Method 


BLASTX 


NCBI GI 


gl29591 


BLAST score 


620 


E value 


1.0e-64 


Match length 


135 


% identity 


93 


NCBI Description 


PHENYLALANINE AMMONIA- LYASE >gi_295824_emb__CAA34226_ 




(X16099) phenylalanine ammonia- lyase [Oryza sativa] 


Seq. No. 


403776 


Seq. ID 


LIB3433-020-P1-K1-G6 


Method 


BLASTX 


NCBI GI 


gl888357 


BLAST score 


325 


E value 


5.0e-34 


Match length 


148 


% identity 


55 



NCBI Description 



(X98130) alpha-mannosidase [Arabidopsis thaliana] 
>gi_1890154_emb_CAA72432_ (Y117 67) alpha-mannosidase 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403777 

LIB3433-021-P1-K1-C2 

BLASTX 

g3335375 

521 

4.0e-53 

141 
71 

(AC003028) putative amidase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403778 

LIB3433-021-P1-K1-C4 

BLASTX 

g4099408 

478 

4.0e-48 

116 

80 

(U86763) delta-type tonoplast intrinsic protein [Triticum 
aestivum] 



Seq. No. 
Seq. ID 



403779 

LIB3433-021-P1-K1-G12 



51962 



Method 


BLASTX 


NCBI GI 


g3935150 


BLAST score 


429 


E value 


3. Oe-42 


Match length 


107 


% identity 


72 


NCBI Description 


(AC005106) T25N20.14 [AraDictopsis tnaiianaj 


Seq. No. 


403780 


Seq. ID 


LIB34 33-02 2-P1-K1-B7 


Method 


BLASTN 


NCBI GI 


g5650779 


BLAST score 


35 


E value 


6. 0e-10 


Match length 


35 


% identity 


100 


NCBI Description 


Gallus gallus RGS protein RGS-17 mRNA, complete 


Seq. No. 


403781 


Seq. ID 


LIB3433-022-P1-K1-D10 


Method 


BLASTX 


NCBI GI 


g4127456 


BLAST score 


276 


E value 


2. Oe-24 


Match length 


100 


% identity 


60 


NCBI Description 


(AJ010818) Cpn21 protein [Arabidopsis thaliana] 


Seq. No. 


403782 


Seq. ID 


LIB3433-022-P1-K1-D12 


Method 


BLASTX 


NCBI GI 


g5103825 


BLAST score 


178 


E value 


5.0e-13 


Match length 


49 


% identity 


71 


NCBI Description 


(AC007591) ESTs gb_AA650895 / gb_AA720043 and gb 




from this gene. [Arabidopsis thaliana] 


Seq. No. 


403783 


Seq. ID 


LIB3433-022-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


g2293566 


BLAST score 


402 


E value 


3.0e-39 


Match length 


77 


% identity 


100 


NCBI Description 


(AF012896) ADP-ribosylation factor 1 [Oryza sat 


Seq. No. 


403784 


Seq. ID 


LIB3433-022-P1-K1-E1 


Method 


BLASTN 


NCBI GI 


g5734616 


BLAST score 


283 


E value 


1.0e-158 


Match length 


291 


% identity 


99 



51963 





NCBI Description 


Oryza sativa genomic diN/i, cnroinosoxue O/ ciont;. rujoo^ui 




Seq. No. 


403 /ob 




Seq. ID 


L1dj4jj j rl M Url 




Method 


BL/ib 1 A 




NCBI GI 


gl684851 




BLAST score 


189 




E value 


O . ue-14 




Match length 


bl 




% identity 


61 




NCBI Description 


(U//yooj unau iiKe protein L-^^i c *^ > " t - , - L, -* ::5 vuiyai±o j 




Seq. No. 


40o /ob 




Seq. ID 


T TR^ A — 09 ^ — Pi —VI —VI 
LiDJ^ jj UiO rl Ja-L Jl»J- 




Method 






NCBI GI 


g2407287 




BLAST score 


327 




E value 


2 . 0e-3Q 




Match length 


68 


% 


% identity 


88 


if 


NCBI Description 


(ArUl/oob) meuaiiotinionein— iiKe proiein L^-^y^d- ^cil-lvcij 


SI 


Seq. No. 


/I A O ^7 O T 

403787 




Seq. ID 


LIB J 4 o o-Uzo— fl-Kl-liill 


ri 


Method 


BLAblA 




NCBI GI 


g2773154 




BLAST score 


227 




E value 


6.0e-19 




Match length 


83 




% identity 


54 


h 


NCBI Description 


(AF039573) abscisic acid- and stress-inducible protein 




[Oryza sativa] 


if 


Seq. No. 


403788 




Seq. ID 


LI Bo 4 o j-UZo-r 1-1x1— bo 


0 


Method 


BLASTX 




NCBI GI 


gl389835 




BLAST score 


147 




E value 


3.0e-09 




Match length 


73 




% identity 


47 




NCBI Description 


(U59284) Lmum usitatissimum peroxidase (FLXPhRo) kikna, 






complete cds. [Linuia usitatissimuin] 




Seq. No. 


403789 




Seq. ID 


LlBo4oo-Uzo— rl-J\l-H*o 




Method 


ny Tip m \7 

BLASTX 




NCBI GI 


goobzobo 




BLAST score 


333 




E value 


5.0e-31 




Match length 


136 




% identity 


A Q 




NCBI Description 


(U924 60) 12-oxophytodienoate reductase 0PR2 [Arabidops: 






thaliana] 




Seq. No. 


403790 




Seq. ID 


LIB3433-023-P1-K1-E9 



51964 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2760830 

272 

2.0e-32 

120 

67 

(AC003105) 
thaliana] 



putative beta-ketoacyl-CoA synthase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403791 

LIB3433-023-P1-K1-F1 

BLASTX 

g459009 

332 

6.0e-31 

110 

58 

(U00037) similar to multifunctional aminoacyl-tRNA 
synthetase, especially to the prolyl-tRNA synthetase region 
[Caenorhabditis elegans] 

403792 

LIB3433-023-P1-K1-F5 

BLASTX 

g2662341 

644 

2.0e-67 

143 

87 

(D63580) EF-1 alpha [Oryza sativa] 

>gi_2662345_dbj_BAA23659_ (D63582) EF-1 alpha [Oryza 
sativa] >gi_2662347_dbj_BAA23660_ (D63583) EF-1 alpha 
[Oryza sativa] 

403793 

LIB3433-023-P1-K1-F7 

BLASTX 

gl710807 

347 

5.0e-33 

125 

68 

RUBISCO SUBUNIT BINDING- PROTEIN ALPHA SUBUNIT PRECURSOR (60 
KD CHAPERONIN ALPHA SUBUNIT) (CPN-60 ALPHA) >gi_1185390 
(U21105) alphacpn60 [Pisum sativum] 

403794 

LIB3433-023-P1-K1-G7 

BLASTX 

g6091722 

430 

2.0e-42 

106 

75 

(AC0107 97) putative ribosomal protein L13 [Arabidopsis 
thaliana] 



51965 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403795 

LIB3433-023-P1-K1-H2 

BLASTN 

g5531935 

54 

2.0e-21 

114 

87 

Zea mays putative transcription factor mRNA sequence 
403796 

LIB3433-024-P1-K1-A12 

BLASTN 

g5007079 

51 

5.0e-20 

107 

88 

Oryza sativa poly (A) -binding protein gene, partial cds 



403797 

LIB3433-024-P1-K1-C8 

BLASTX 

g3914019 

187 

3.0e-14 

93 

51 

S-ADENOSYLMETHIONINE 
ADENOS YLTRANS FERASE ) 



SYNTHETASE (METHIONINE 
(ADOMET SYNTHETASE) >gi_2305014 



(AF004317) 
acuminata] 



S-adenosyl-L-methionine synthetase homolog [Musa 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403798 

LIB3433-024-P1-K1-D3 

BLASTX 

g5001734 

532 

2.0e-54 

140 

69 

(AF129511) very-long-chain fatty acid condensing enzyme 
CUT1 [Arabidopsis thaliana] 

403799 

LIB3433-024-P1-K1-F1 

BLASTX 

g2149640 

497 

3.0e-50 

119 
83 

(U91995) Argonaute protein [Arabidopsis thaliana] 
>gi_5733867_gb_AAD49755.1__AC007932_3 (AC007932) Identical 
to gb_U91995 Argonaute protein from Arabidopsis thaliana. 
ESTs gb_H76075, gb_AA720232, gb_N65911 and gb_AA651494 come 
from this gene 



51966 



Seq. No. 


403800 


Seq. ID 


LIB3433-024-P1-K1-F11 


Method 


BLASTX 


NCBI GI 


g398845 


BLAST score 


550 


E value 


5.0e-61 


Match length 


128 


% identity 


87 


NCBI Description 


(X74654) beta3 tubulin 


Seq. No. 


403801 


Seq. ID 


LIB34 33-024 -P1-K1-G3 


Method 


BLASTX 


NCBI GI 


g585551 


BLAST score 


499 


E value 


1.0e-50 


Match length 


112 


% identity 


86 


NCBI Description 


NUCLEOSIDE DIPHOSPHATE 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



NASE I (NDK I) (NDP KINASE I) 

>gi_6297 98_pir S43330 nucleoside-diphosphate kinase (EC 

2.7.4.6) - rice >gi_303849_dbj__BAA03798__ (D16292) 
nucleoside diphosphate kinase [Oryza sativa] 

403802 

LIB3433-024-P1-K1-H1 

BLASTX 

g2119055 

222 

2.0e-18 

57 

77 

signal recognition paticle 54K protein - tomato (cv. 
Rentita) 

403803 

LIB3433-025-P1-K1-G4 

BLASTX . 

g2529663 

593 

1.0e-61 

139 
76 

(AC002535) putative lysophospholipase [Arabidopsis 
thaliana] >gi_3738277 (AC005309) putative lysophospholipase 
[Arabidopsis thaliana] 

403804 

LIB3433-025-P1-K1-G8 

BLASTX 

g3298460 

379 

1.0e-36 

98 

73 

(AB012268) SAMIPB [Aster tripolium] 



51967 



Seq. No. 


403805 


Seq. ID 


LIB3433-025-P1-K1-H4 


Method 


BLASTX 


NCBI GI 


g409007 


BLAST score 


344 


E value 


2.0e-32 


Match length 


81 


% identity 


79 


NCBI Description 


BBI-M=Bowman-Birk trypsin inhibitor-related protein [Zea 




mays-corn, Peptide, 102 aa] >gi_447268_prf 1914141A 




trypsin inhibitor-related protein [Zea mays] 


Seq. No. 


403806 


Seq. ID 


LIB3433-026-P1-K1-A10 


Method 


BLASTN 


NCBI GI 


g2801537 


BLAST score 


176 


E value 


3.0e-94 


Match length 


329 


% identity 


89 


NCBI Description 


Oryza sativa harpin induced gene 1 homolog (Hinl) mRNA, 




complete cds 


Seq. No. 


403807 


Seq. ID 


LIB3433-026-P1-K1-D12 


Method 


BLASTX 


NCBI GI 


g5902928 


BLAST score 


478 


E value 


5.0e-48 


Match length 


91 


% identity 


100 


NCBI Description 


(AB029509) small GTP-binding protein OsRac2 [Oryza sativa] 


Seq. No. 


403808 


Seq. ID 


LIB3433-026-P1-K1-H12 


Method 


BLASTX 


NCBI GI 


g4531444 


BLAST score 


249 


E value 


4.0e-21 


Match length 


95 


% identity 


55 


NCBI Description 


(AC006224) putative protein kinase [Arabidopsis thaliana] 


Seq. No. 


403809 


Seq. ID 


LIB3433-027-P1-K1-A2 


Method 


BLASTX 


NCBI GI 


gl658315 


BLAST score 


346 


E value 


1.0e-32 


Match length 


92 


% identity 


72 


NCBI Description 


(Y08988) osr40g3 [Oryza sativa] 


Seq. No. 


403810 


Seq. ID 


LIB3433-028-P1-K1-C3 


Method 


BLASTX 


NCBI GI 


g3860323 



51968 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



269 

9.0e~24 

77 

66 

(AJ012688) hypothetical protein [Cicer arietinum] 
403811 

LIB3433-028-P1-K1-E1 

BLASTN 

g287297 

41 

1.0e-13 

105 

86 

Oryza sativa mRNA for aspartate aminotransferase, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



403812 

LIB3433-030-P1-K1-F2 

BLASTX 

g4455206 

301 

4.0e-27 

181 

44 

(AL035440) putative beta-1, 3-glucanase [Arabidopsis 
thaliana] 



403813 

LIB3433-031-P1-K1-A2 

BLASTX 

gl00598 

485 

7.0e-49 

126 

80 

ubiquitin / ribosomal protein S27a-1 
(M60175) ubiquitin [Hordeum vulgare] 



- barley >gi_167073 



403814 

LIB3433-031-P1-K1-G8 

BLASTX 

g4006868 

350 

4.0e-33 

119 

60 

(Z99707) putative protein [Arabidopsis thaliana] 
403815 

LIB3433-031-P1-K1-H7 

BLASTX 

g2465151 

227 

1.0e-18 

115 

46 



51969 



€1 



NCBI Description (Z99753) hypothetical protein [Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403816 

LIB3433-032-P1-K1-A2 

BLASTX 

g5263319 

167 

3-0e-12 

67 
49 

(AC007727) ESTs gb_N96028, gb_F14286, gb_T20680, gb_F14443, 
gb_AA657300 and gb_N65244 come from this gene. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403817 

LIB3433-032-P1-K1-E11 

BLASTX 

g2462834 

207 

3.0e-16 

95 
44 

(AF000657) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403818 

LIB3433-032-P1-K1-G2 

BLASTX 

g459895 

292 

1.0e-33 

86 

85 

(L29418) susl gene product [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



403819 

LIB3433-033-P1-K1-D5 

BLASTN 

gl808687 

90 

1.0e-42 

246 

89 



NCBI Description S.stapfianus pSD.13 mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403820 

LIB3433-033-P1-K1-E5 

BLASTX 

gl332579 

490 

3.0e-64 

180 

8 

(X98063) polyubiquitin [Pinus sylvestris] 



Seq. No. 
Seq. ID 

■Method 



403821 

LIB3433-033-P1-K1-E8 
BLASTX 



51970 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl729971 
668 

4.0e-70 

149 

87 

TONOPLAST INTRINSIC PROTEIN, GAMMA (GAMMA TIP) 

(AQUAPORIN-TIP) >gi_1076745_pir S52004 gamma-Tip protein 

rice >gi_473997_dbj_BAA05017_ (D25534) gamma-Tip [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403822 

LIB3433-033-P1-K1-F10 

BLASTX 

g3935141 

342 

6.0e-32 

109 

53 

(AC005106) T25N20.5 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403823 

LIB3433-033-P1-K1-F4 

BLASTX 

g2662310 

521 

7.0e-53 

106 

94 

(AB009307) bpwl [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403824 

LIB3433-033-P1-K1-G6 

BLASTX 

g283008 

922 

1.0e-100 

185 

94 

sucrose synthase (EC 2, 
>gi_2 036 6_emb_CAA4 6 0 1 7_ 
sativa] 



4.1.13) - 

(X64770) 



rice 
sucrose 



synthase [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403825 

LIB3433-033-P1-K1-H10 

BLASTX 

g629858 

580 

8.0e-60 

129 

87 

protein kinase C inhibitor 



maize 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



403826 

LIB3433-034-P1-K1-F7 

BLASTX 

g2118425 

243 



51971 



€1 



E value 
Match length 
% identity 
NCBI Description 



2.0e-20 

60 

80 

subtilisin/chymotrypsin inhibitor - maize 
>gi_475253_emb_CAA55588_ (X78 988) proteinase inhibitor 
mays] >gi_475922__emb_CAA49593_ (X69972) proteinase 
inhibitor [Zea mays] >gi_559538_emb_CAA57677_ (X82187) 
substilin /chymotryps in-like inhibitor [Zea mays] 



[Zea 



Seq. No. 


403827 


Seq. ID 


LIB34 33-034 -P1-K1-F9 


Method 


BLASTX 


NCBI GI 


g2811122 


BLAST score 


205 


E value 


5.0e-16 


Match length 


107 


% identity 


38 


NCBI Description 


(U87318) NaDC-2 [Xenopus laevis] 


Seq. No. 


403828 


Seq. ID 


LIB3433-035-P1-K1-A7 


Method 


BLASTN 


NCBI GI 


g2335198 


BLAST score 


66 


E value 


1.0e-28 


Match length 


122 


% identity 


88 


NCBI Description 


Oryza sativa clone RGCH8 chitinase gene, complete 


Seq. No. 


403829 


Seq. ID 


LIB3433-037-P1-K1-H7 


Method 


BLASTN 


NCBI GI 


gl212995 


BLAST score 


48 


E value 


5.0e-18 


Match length 


147 


% identity 


85 


NCBI Description 


H.vulgare mRNA for UDP-glucose pyrophosphorylase 


Seq. No. 


403830 


Seq. ID 


LIB3433-038-P1-K1-A7 


Method 


BLASTX 


NCBI GI 


g295355 


BLAST score 


154 


E value 


1.0e-10 


Match length 


62 


% identity 


50 


NCBI Description 


(L13653) peroxidase [Lycopersicon esculentum] 


Seq. No. 


403831 


Seq. ID 


LIB3433-038-P1-K1-C6 


Method 


BLASTX 


NCBI GI 


gl888357 


BLAST score 


243 


E value 


2.0e-20 


Match length 


97 


% identity 


56 



51972 



^^^^^ 



NCBI Description 



(X98130) alpha-mannosidase [Arabidopsis thaliana] 
>giJL890154_emb_CAA72432_ (Y11767) alpha-mannosidase 
precursor [Arabidopsis thaliana] 



Seq. No. 


403832 


Seq. ID 


LIB3433-038-P1-K1-G6 


Method 


BLASTX 


NCBI GI 


gl70031 


BLAST score 


214 


E value 


3.0e-17 


Match length 


73 


% identity 


59 


NCBI Description 


(M10594) nodulin 35 


Seq. No. 


403833 


Seq. ID 


LIB3433-038-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


g2832672 


BLAST score 


247 


E value 


5.0e-21 


Match length 


51 


% identity 


94 


NCBI Description 


(AL021712) nifU-like 


Seq. No. 


403834 


Seq. ID 


LIB3433-039-P1-K1-E7 


Method 


BLAST N 


NCBI GI 


g5410347 


BLAST score 


92 


E value 


5.0e-44 


Match length 


383 


% identity 


87 


NCBI Description 


Sorghum bicolor BAC < 


Seq. No. 


403835 


Seq. ID 


LIB3433-040-P1-K1-A7 


Method 


BLASTN 


NCBI GI 


g2331130 


BLAST score 


62 


E value 


4.0e-26 


Match length 


94 


% identity 


91 


NCBI Description 


Oryza sativa glycine' 




cds 


Seq. No. 


403836 


Seq. ID 


LIB3433-040-P1-K1-D7 


Method 


BLASTX 


NCBI GI 


g401138 


BLAST score 


187 


E value 


6.0e-14 


Match length 


105 


% identity 


46 



NCBI Description 



SUCROSE SYNTHASE 1 (SUCROSE-UDP GLUCOSYLTRANSFERASE 1) 

>gi_418758_pir S29242 sucrose synthase (EC 2.4.1.13) Ssl 

barley >gi_19106_emb_CAA46701_ (X65871) sucrose synthase 
[Hordeum vulgare] 



51973 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403837 

LIB3433-040-P1-K1-H12 

BLASTX 

g462195 

437 

3.0e-43 

98 

87 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG (GOS2 PROTEIN) 

>gi_100682_pir S21636 GOS2 protein - rice 

>gi_20238_emb_CAA36190_ (X51910) GOS2 [Oryza sativa] 
>gi_3789950 (AF094774) translation initiation factor [Oryza 
sativa] 



Seq. No. 


403838 


Seq. ID 


LIB3433-042-P1-K1-D3 


Method 


BLASTN 


NCBI GI 


g2773153 


BLAST score 


158 


E value 


9.0e-84 


Match length 


193 


% identity 


96 


NCBI Description 


Oryza sativa abscisic acid- 




(Asrl) mRNA, complete cds 




403839 


Seq. ID 


LIB3433-042-P1-K1-H11 


Method 


BLASTN 


NCBI GI 


g786129 


BLAST score 


40 


E value 


4.0e-13 


Match length 


48 


% identity 


96 


NCBI Description 


Oryza sativa root-specific ) 


Seq. No. 


403840 


Seq. ID 


LIB3433-045-P1-K1-A3 


Method 


BLASTX ^ 


NCBI GI 


g2130067 


BLAST score 


717 


E value 


5.0e-76 


Match length 


139 


% identity 


99 


NCBI Description 


aspartate transaminase (EC : 




>gi_2 6 9 6 2 4 0_db j _BAA2 3 8 1 5 . 1_ 




aminotransferase [Oryza sat, 


Seq. No. 


403841 


Seq. ID 


LIB3433-045-P1-K1-B1 


Method 


BLASTX 


NCBI GI 


g2117620 


BLAST score 


177 


E value 


1.0e-12 


Match length 


160 


% identity 


31 



2.6.1.1), mitochondrial - rice 
(D67043) aspartate 



NCBI Description peroxidase {EC 1.11.1.7) 1A - alfalfa 



51974 



>gi_971558_emb_CAA62225_ (X90692) peroxidaselA [Medicago 
sativa] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403842 

LIB3433-045-P1-K1-H6 

BLASTX 

gl076740 

537 

9.0e-60 

143 

78 

chitinase (EC 3.2.1.14) - rice >gi_407472_emb_CAA40107_ 1 
(X56787) chitinase [Oryza sativa] >gi_500616_dbj_BAA03750_ 
(D16222) endochitinase [Oryza sativa] 
>gi_742301_prf 2009354A chitinase [Oryza sativa] 

403843 

LIB3433-048-P1-K1-D4 

BLASTN 

g2062705 

32 

4.0e-09 

32 

100 

Human butyrophilin (BTF5) 



mRNA, complete cds 



403844 

LIB3433-048-P1-K1-D6 

BLASTX 

g3273243 

377 

1.0e-36 

78 
96 

(AB004660) NLS receptor [Oryza sativa] 

>gi_3273245_dbj_BAA31166_ (AB004814) NLS receptor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



403845 

LIB3433-048-P1-K1-E2 

BLASTN 

gll96834 

42 

1.0e-14 

42 
100 

Oryza sativa (clone 14b) osmotin protein (14b) 
complete cds 

403846 

LIB3433-048-P1-K1-F6 

BLASTN 

g5777612 

97 

4.0e-47 

228 
85 



gene, 3' 



51975 



in 



NCBI Description Oryza sativa chromosome 4 BAC q3037-207Fl complete genome 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403847 

LIB3433-048-P1-K1-G3 

BLASTX 

g5921933 

287 

1.0e-25 

81 

59 

CYTOCHROME P450 85 (DWARF PROTEIN) >gi_1421741 (U54770) 
cytochrome P450 homolog [Lycopersicon esculentum] 

403848 

LIB3433-049-P1-K1-A7 

BLASTX 

g4586676 

259 

2.0e-22 

78 

63 

(AB025047) sterol 14-demethylase [Oryza sativa] 



Seq. No. 


403849 


oeq. ±u 


T TR^A^— 04 9— Pi -K1 -PQ 


Method 


BLASTX 


NCBI GI 


g2244998 


BLAST score 


397 


E value 


2.0e-38 


Match length 


121 


% identity 


70 


NCBI Description 


(Z97341) transcriptional ac 




thaliana] 


Seq. No. 


403850 


Seq. ID 


LIB3433-050-P1-K1-H12 


Method 


BLASTX 


NCBI GI 


g3033396 


BLAST score 


314 


E value 


8.0e-29 


Match length 


113 


% identity 


51 


NCBI Description 


(AC004238) unknown protein 


Seq. No. 


403851 


Seq. ID 


LIB3433-052-P1-K1-A5 


Method 


BLASTX 


NCBI GI 


g4582434 


BLAST score 


426 


E value 


6.0e-42 


Match length 


93 


% identity 


90 


NCBI Description 


(AC007196) unknown protein 


Seq. No. 


403852 


Seq. ID 


LIB3433-052-P1-K1-B8 


Method 


BLASTX 



51976 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



g2130073 
406 

1.0e-39 

131 

67 

fructose-bisphosphate aldolase (EC 4.1.2.13) isoenzyme C-l, 
cytosolic - rice >gi_786178_dbj_BAA08845_ (D50307) aldolase 
C-l [Oryza sativa] >gi_7 90970_dbj_BAA08830_ (D50301) 
aldolase C-l [Oryza sativa] 



403853 

LIB3433-052-P1-K1-C4 

BLASTX 

gl362010 

155 

2.0e-10 

47 
35 

ubiquitin-like protein 9 
403854 

LIB3433-052-P1-K1-G6 

BLASTX 

g4455210 

456 

3.0e-51 

139 

73 

(AL035440) 
thaliana] 



Arabidopsis thaliana 



putative aspartate-tRNA ligase [Arabidopsis 



403855 

LIB3433-053-P1-K1-A7 

BLASTN 

g2293567 

78 

7.0e-36 

92 
98 

Oryza sativa HvB12D homolog mRNA, complete cds 
403856 

LIB3433-054-P1-K1-D2 

BLASTX 

gll73218 

505 

3.0e-51 

110 

91 

40S RIBOSOMAL PROTEIN S15A >gi__440824 (L27461) ribosomal 
protein S15 [Arabidopsis thaliana] >gi__2150130 (AF001412) 
cytoplasmic ribosomal protein S15a [Arabidopsis thaliana] 

403857 

LIB3433-055-P1-K1-A3 

BLASTX 

g730463 



51977 



€1 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301 

2.0e-27 

102 

56 

60S RIBOSOMAL PROTEIN L33-B (L37B) (YL37) (RP47) 

>gi_630323_pir S44069 ribosomal protein L35a.e.cl5 - yeast 

(Saccharomyces cerevisiae) >gi_484241 (L23923) ribosomal 
protein L37 [Saccharomyces cerevisiae] 
>gi_1420537_emb__CAA99454_ (Z75142) ORF YOR234c 
[Saccharomyces cerevisiae] 

403858 

LIB3433-055-P1-K1-F4 

BLASTX 

g6009909 

212 

6.0e-17 

43 

95 

(AB018242) histone H2A-like protein [Solanum melongena] 
403859 

LIB3433-056-P1-K1-A11 

BLASTX 

g4506745 

267 

2.0e-23 

102 

51 

ribosomal protein S9 >gi_1173285_sp_P4 6781_RS9_HUMAN 40S 

RIBOSOMAL PROTEIN S9 >gi_136293 6_pir S55917 ribosomal 

protein S9 - human >gi_550023 (014971) ribosomal protein S9 

[Homo sapiens] >gi_1096943_prf 2113200F ribosomal protein 

S9 [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403860 

LIB3433-056-P1-K1-A3 

BLASTX 

gll72042 

189 

3.0e-14 

63 
62 

PUTATIVE PHOSPHOACETYLGLUCOS AMINE MUTASE (ACETYLGLUCOSAMINE 
PHOSPHOMUTASE) (N-ACETYLGLUCOSAMINE- PHOSPHATE MUTASE) 

>gi_2130266_pir S59642 hypothetical protein SPAC13C5.05c - 

fission yeast (Schizosaccharomyces pombe) 

>gi_90 8 8 9 4_emb_CAA90 4 56_ (Z50112) phosphomannomutase 

phosphoserine [Schizosaccharomyces pombe] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



403861 

LIB3433-056-P1-K1-B4 

BLASTX 

g3608154 

187 

5.0e-14 

103 



51978 



% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



41 

(AC005314) unknown protein [Arabidopsis thaliana] 



403862 

LIB3433-056- 
BLASTN 



P1-K1-C2 



NCBI GI 


g433216 


BLAST score 


76 


E value 


2.0e-34 


Match length 


154 


% identity 


88 


NCBI Description 


Rice mRNA for ascorbate peroxidase (gene name SSi 




partial cds 


Seq. No. 


403863 


Seq. ID 


LIB3433-056-P1-K1-D6 


Method 


BLASTN 


NCBI GI 


g429016 


BLAST score 


37 


E value 


1.0e-ll 


Match length 


69 


% identity 


88 




Ri pp mRMA "FnT Wi 1 m 1 "Munor ^iiDDrp^^nr ( crene name 




partial cds 


Seq. No. 


403864 


Seq. ID 


LIB3433-056-P1-K1-E2 


Method 


BLASTX 


NCBI GI 


g5669871 


BLAST score 


680 


E value 


1.0e-71 


Match length 


139 


% i dent it v 


92 


NCBI Description 


(AF135014) dihydrolipoamide S-acetyltransf erase 


Seq. No. 


403865 


Seq. ID 


LIB3433-056-P1-K1-F10 


Method 


BLASTX 


NCBI GI 


g2293480 


BLAST score 


276 


E value 


7.0e-25 


Match length 


74 


% identity 


73 


NCBI Description 


(AF011331) glycine-rich protein [Oryza sativa] 


Seq. No. 


403866 


Seq. ID 


LIB3433-056-P1-K1-G2 


Method 


BLASTX 


NCBI GI 


g547712 


BLAST score 


259 


E value 


7.0e-23 


Match length 


76 


% identity 


72 


NCBI Description 


EUKARYOTIC INITIATION FACTOR 4A (EIF-4A) 



>gi_542153_pir S38358 translation initiation factor eIF-4A 

- rice >gi_303844_dbj_BAA02152_ (D12627) eukaryotic 
initiation factor 4A [Oryza sativa] 



51979 



# 



Seq. No. 


403867 


Seq. ID 


LIB3433-056-P1-K1-G3 


Method 


BLASTX 


NCBI GI 


gl076732 


BLAST score 


328 


E value 


1.0e-30 


Match length 


85 


% identity 


68 


NCBI Description 


type-1 pathogenesis-related protein - barley 




>gi_732807_emb_CAA88618_ (Z48728) type-1 




pathogenesis-related protein [Hordeum vulgare] 


Seq. No. 


403868 


Seq. ID 


LIB3433-057-P1-K1-A2 


Method 


BLASTX 


NCBI GI 


gll84112 


BLAST score 


216 


E value 


5.0e-31 


Match length 


97 


% identity 


76 


NCBI Description 


(U46138) Zn-induced protein [Oryza sativa] 


Seq. No. 


403869 


Seq. ID 


LIB3433-057-P1-K1-H6 


Method 


BLASTX 


NCBI GI 


g3123244 


BLAST score 


188 


F. val lie 


3. 0e-15 


Match length 


132 


% identity 


41 


NCBI Description 


ALPHA-MANNOSIDASE I IX (MANNOSYL-OLIGOSACCHARIDE 




l f 3-1,6-ALPHA-MANNOSIDASE) (MAN IIX) 




>gi_1132479_dbj_BAA09510_ (D55649) alpha mannosidase 




isozyme [Homo sapiens] 


Seq. No. 


403870 


Seq. ID 


LIB3433-058-P1-K1-B9 






NCBI GI 


g809513 


BLAST score 


79 


E value 


2.0e-36 


Match length 


154 


% identity 


88 


NCBI Description 


Rice mRNA for ferredoxin-nitrite reductase, complete 


Seq. No. 


403871 


Seq. ID 


LIB3433-058-P1-K1-C1 


Method 


BLASTX 


NCBI GI 


g2341025 


BLAST score 


221 


E value 


7.0e-18 


Match length 


63 


% identity 


68 


NCBI Description 


(AC000104) F19P19.2 [Arabidopsis thaliana] 



Seq. No. 



403872 



51980 



9 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3433-058-P1-K1-H12 

BLASTX 

gl076289 

254 

2.0e-22 

69 

57 

amino acid permease AAP5 - Arabidopsis thaliana 
>gi_608673_emb_CAA54632_ (X77501) amino acid permease 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403873 

LIB3433-061-P1-K1-A7 

BLASTX 

g4884530 

542 

1.0e-55 

107 

98 

(AB027430) beta-1, 3-glucanase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403874 

LIB3433-061-P1-K1-C10 

BLASTX 

g3695061 

232 

8.0e-20 

56 

80 

(AF064788) rac GTPase activating protein 2 [Lotus 
japonicus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403875 

LIB3433-061-P1-K1-G5 

BLASTX 

g21693 

305 

3.0e-28 

60 

83 

(X66012) cathepsin B [Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403876 

LIB3433-061-P1-K1-H1 

BLASTX 

g2293480 

332 

3.0e-31 

69 

91 

(AF011331) glycine-rich protein [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



403877 

LIB3433-061-P1-K1-H12 

BLASTX 

g4388726 

4 92 



51981 



4) 



E value 
Match length 
% identity 
NCBI Description 



9 r .0e-50 

136 

71 

(AC006413) putative 12-oxophytodienoate-10, 11-reductase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403878 

LIB3433-061-P1-K1-H4 

BLASTX 

g2995990 

157 

9.0e-ll 

64 
55 

(AF053746 
thaliana] 



dormancy-associated protein [Arabidopsis 
>gi_ 2995992 (AF053747) dormancy-associated 



protein [Arabidopsis thaliana] 



Seq. No. 


403879 


Seq. ID 


LIB3434-001-P1-K1-B11 


Method 


BLASTX 


NCBI GI 


g551288 


BLAST score 


150 


E value 


8.0e-10 


Match length 


102 


% identity 


43 


NCBI Description 


(Z33611) phosphoglycerate mutase 


Seq. No. 


403880 


Seq. ID 


LIB3434-001-P1-K1-B3 


Method 


BLASTX 


NCBI GI 


g5917726 


BLAST score 


192 


E value 


4.0e-18 


Match length 


74 


% identity 


66 


NCBI Description 


(AF178530) serine/threonine prote: 




[Malus domestical 


Seq. No. 


403881 


Seq. ID 


LIB3434-002-P1-K1-E10 


Method 


BLASTN 


NCBI GI 


g2244603 


BLAST score 


47 


E value 


1.0e-17 


Match length 


95 



% identity 

NCBI Description 



88 

Oryza sativa gene for betaine aldehyde dehydrogenase, 
complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



403882 

LIB3434-002-P1-K1-E7 

BLASTN 

g4850329 

88 

1.0e-41 

356 



51982 



€1 



% identity 81 

NCBI Description Oryza sativa C0X5c mRNA for cytochrome c oxidase subunit 
5c, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403883 

LIB3434-003-P1-K1-A7 

BLASTX 

g3979986 

253 

3.0e-22 

52 

96 

(Z98866) predicted using Genefinder; similar to Core 
histone H2A/H2B/H3/H4 ; cDNA EST EMBL:D71193 comes from this 
gene; cDNA EST yk477a9.3 comes from this gene; cDNA EST 
CEESG32RD comes from this gene; cDNA EST yk2Glgll.3 come 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403884 

LIB3434-003-P1-K1-C2 

BLASTX 

g5360230 

578 

7.0e-60 

106 
99 

(AB015287) Ran [Oryza sativa] 
403885 

LIB3434-004-P1-K1-A2 

BLASTX 

g2293480 

360 

7.0e-36 

85 

95 

(AF011331) glycine-rich protein [Oryza sativa] 
403886 

LIB3434-004-P1-K1-B1 

BLASTX 

g4567319 

735 

5.0e-78 

178 

78 

(AC005956) putative copper amine oxidase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403887 

LIB3434-004-P1-K1-C4 

BLASTN 

g6016845 

77 

4.0e-35 

93 

96 

Oryza sativa genomic DNA, chromosome 1, clone : P0711E10 



51983 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403888 

LIB3434-004-P1-K1-H6 

BLASTX 

g4249382 

253 

7.0e-22 

77 

62 

(AC005966) Strong similarity to gi_3337350 F13P17.3 
putative permease from Arabidopsis thaliana BAC 
gb_AC004481. [Arabidopsis thaliana] 

403889 

LIB3434-005-P1-K1-A2 

BLASTN 

g4097153 

104 

1.0e-51 

158 
100 

Oryza sativa type 1 metallothionein-like (rgMT-1) gene, 
complete cds 

403890 

LIB3434-005-P1-K1-D5 

BLASTX 

g3334456 

149 

1.0e-09 

74 

43 

ACTIVATOR 1 140 KD SUBUNIT (REPLICATION FACTOR C LARGE 
SUBUNIT) (Al 140 KD SUBUNIT) (RF-C 140 KD SUBUNIT) 
(ACTIVATOR 1 LARGE SUBUNIT) (DNA-BINDING PROTEIN PO-GA) 

>gi_422807_pir JN0599 DNA-binding protein PO-GA - human 

>gi_296908_emb_CAA80355_ (Z22642) PO-GA [Homo sapiens] 
>gi_307338 (L14922) DNA-binding protein [Homo sapiens] 
>gi_2827257 (AF040250) DNA binding protein [Homo sapiens] 

403891 

LIB3434-005-P1-K1-H12 

BLASTX 

g4091008 

305 

4.0e-28 

86 

65 

(AF040700) methionyl-tRNA synthetase [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



403892 

LIB3434-007-P1-K1-A3 

BLASTN 

g3789949 

266 

1.0e-148 

280 



51984 




% identity 99 

NCBI Description Oryza sativa translation initiation factor (G0S2) mRNA, 
complete cds 



Seq. No. 


403893 


Seq. ID 


LIB3434-007-P1-K1-B1 


Method 


BLASTX 


NCBI GI 


gl346780 


BLAST score 


152 


E value 


9.0e-10 


Match length 


38 


% identity 


76 


NCBI Description 


SERINE/THREONINE PROTEIN PHOSPHATASE PP-X ISOZYME 2 


>gi 629550 pir S42559 phosphoprotein phosphatase (EC 




3.173.16) X-2 (clone EP128) - Arabidopsis thaliana 




>gi 397590 emb CAA80312_ (Z22596) protein phosphatase 




[Arabidopsis thaliana] 


Seq. No. 


403894 


Seq. ID 


LIB3434-007-P1-K1-D1 


Method 


BLASTX 


NCBI GI 


g4586602 


BLAST score 


494 


E value 


4.0e-50 


Match length 


103 


% identity 


93 


NCBI Description 


(AB025005) pyruvate kinase [Cicer arietinum] 


Seq. No. 


403895 


Seq. ID 


LIB3434-007-P1-K1-E4 


Method 


BLASTX 


NCBI GI 


g4063821 


BLAST score 


402 


E value 


2.0e-39 


Match length 


75 


% identity 


99 


NCBI Description 


(AB015204) plastidic ATP sulfurylase [Oryza sativa] 


Seq. No. 


403896 


Seq. ID 


LIB3434-007-P1-K1-F10 


Method 


BLASTX 


NCBI GI 


gl944573 


BLAST score 


659 


E value 


3.0e-69 


Match length 


162 


% identity 


81 


NCBI Description 


(Z49146) phenylalanine ammonia-lyase [Hordeum vulgare; 


Seq. No. 


403897 


Seq. ID 


LIB3434-007-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


g3513727 


BLAST score 


259 


E value 


7.0e-23 


Match length 


87 


% identity 


60 


NCBI Description 


(AF080118) contains similarity to TPR domains (Pfam: 



51985 



Seg. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



TPR.hmm: score: 11.15) and kinesin motor domains (Pfam: 
kinesin2.hmm, score: 17.49, 20.52 and 10.94) [Arabidopsis 
thaliana] >gi_4539358_emb_CAB40052 . 1_ (AL04 9525) putative 
protein [Arabidopsis thaliana] 

403898 

LIB3434-007-P1-K1-G11 

BLASTX 

g2493147 

471 

3.0e-47 

94 
100 

VACUOLAR ATP SYNTHASE 16 KD PROTEOLIPID SUBUNIT >gi_857574 
(U27098) H+-ATPase [Oryza sativa] 

403899 

LIB3434-007-P1-K1-G2 

BLASTX 

gl729971 

235 

7.0e-20 

47 

100 

TONOPLAST INTRINSIC PROTEIN, GAMMA (GAMMA TIP) 

(AQUAPORIN-TIP) >gi__1076745_pir S52004 gamma-Tip protein 

rice >gi_473997_dbj_BAA05017__ (D25534) gamma-Tip [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403900 

LIB3434-007-P1-K1-H5 

BLASTX 

g2662310 

391 

3.0e-41 

97 

90 

(AB009307) bpwl [Hordeum vulgare] 
403901 

LIB3434-008-P1-K1-A1 

BLASTN 

g2331130 

39 

1.0e-12 

75 

89 

Oryza sativa glycine-rich protein (OSGRP1) mRNA, complete 
cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



403902 

LIB3434-008-P1-K1-B1 

BLASTX 

g2498077 

466 

8.0e-47 
106 



51986 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



80 

NUCLEOSIDE DIPHOSPHATE KINASE I (NDK I) (NDP KINASE I) 
(PP18) >gi_1777930 (U55019) nucleoside diphosphate kinase 
[Saccharum officinarum] 

403903 

LIB3434-008-P1-K1-E2 

BLASTX 

g6041853 

351 

3.0e-33 

128 
52 

(AC009853) hypothetical protein [Arabidopsis thaliana] 
403904 

LIB3434-008-P1-K1-E6 

BLASTX 

g3880399 

161 

9.0e-ll 

71 

44 

(Z71267) predicted using Genefinder; cDNA EST yk275h2.3 
comes from this gene; cDNA EST yk309gll.3 comes from this 
gene; cDNA EST yk309gll.5 comes from this gene; cDNA EST 
yk275h2.5 comes from this gene [Caenorhabditis elegans] 

403905 

LIB3434-008-P1-K1-G4 

BLASTX 

g3790569 

164 

1.0e-ll 

58 

48 

(AF078822) RING-H2 finger protein RHA2a [Arabidopsis 
thaliana] >gi__5103808_gb_AAD39638 , 1_AC007591_3 (AC007591) 
Identical to gb_AF078822 RING-H2 finger RHA2a protein from 
Arabidopsis thaliana. ESTs gb_N37587, gb_T04684, 
gb_AA394318, gb_Z35014 and gb_AA713343 come from this gene 

403906 

LIB3434-008-P1-K1-G6 

BLASTX 

g4204761 

249 

1.0e-21 

84 

60 

(U51192) peroxidase precursor [Glycine max] 
403907 

LIB3434-009-P1-K1-H12 

BLASTX 

gl632831 

340 



51987 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-32 

79 
81 

(Z49698) orf [Ricinus communis] 



403908 

LIB3434-009-P1-K1-H6 

BLASTX 

g6015742 

198 

2.0e-15 

76 

51 

( Y18 930 ) ribonuclease 



PH [Sulfolobus solfataricus] 



403909 

LIB3434-010-P1-K1-A12 

BLASTX 

gl805654 

556 

4.0e-57 

165 

62 

(X99972) calmodulin-stimulated calcium-ATPase 
oleracea] 



[Brassica 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403910 

LIB3434-010-P1-K1-B4 

BLASTX 

g2935529 

663 

1.0e-69 

150 

78 

(AF049069) No definition line found [Pinus radiata] 
403911 

LIB3434-010-P1-K1-D1 

BLASTN 

g303858 

209 

1.0e-114 

217 

99 

Rice mRNA for brain specific protein (S94 gene), complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403912 

LIB3434-010-P1-K1-D8 

BLASTN 

g5688948 

115 

5.0e-58 

183 
91 

Oryza sativa gene for mitochondrial ribosomal portein S14, 
succinate dehydrogenase iron-protein subunit (SDHB) 



51988 





Seq. No. 


403913 




Seq. ID 


LIB3434-010-P1-K1-H12 




L lv3 Cll^Vwl 


BLASTX 




NCBI GI 


g3869088 




BLAST score 


603 




E value 


8.0e-63 




Match length 


117 




% identity 


98 




NCBI Description 


(AB019427) elongation factor-1 alpha [Nicotiana paniculata] 




Seq. No. 


403914 




Seq. ID 


LIB3434-011-P1-K1-A2 




+• l"i H 


BLASTX 




NCBI GI 


g3859116 




BLAST score 


337 




E value 


1.0e-31 




Match length 


106 




% identity 


72 




NCBI Description 


(AF031609) unknown [Oryza sativa] 


ii-i § 


Seq. No. 


403915 


S3 


Seq. ID 


LIB3434-011-P1-K1-C4 






BLASTX 




NCBI GI 


g6056413 


^ 


BLAST score 


217 




E value 


1.0e-17 




Match length 


55 


s 


% identity 


82 


r = 


NCBI Description 


(AC009525) Unknown protein [Arabidopsis thaliana] 




Seq. No. 


403916 




Seq. ID 


LIB3434-011-P1-K1-G6 


^7 


Method 


BLASTN 




NCBI GI 


g5929929 




RT.AST qrorp 


44 




E value 


1.0e-15 




Match length 


80 




% identity 


90 




NCBI Description 


Zea mays voltage-dependent anion channel protein lb 






(vdaclb) mRNA, complete cds; nuclear gene for mitochondrial 






product 




Seq. No. 


403917 




Seq. ID 


LIB3434-012-P1-K1-A3 






BLASTN 




NCBI GI 


g5922603 




BLAST score 


201 




E value 


1.0e-109 




Match length 


220 




% identity 


99 




NCBI Description 


Oryza sativa genomic DNA, chromosome 1, clone : P0705D01 




Seq. No. 


403918 




Seq. ID 


LIB3434-012-P1-K1-E3 




Method 


BLASTN 




NCBI GI 


g2662344 



51989 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI, GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



79 

9.0e-37 

108 

95 

Oryza sativa mRNA for EF-1 alpha, complete cds 
403919 

LIB3434-012-P1-K1-G5 

BLASTX 

gll36122 

284 

6.0e-26 

57 
93 

(X91807) alfa-tubulin [Oryza sativa] 
403920 

LIB3434-014-P1-K1-B12 

BLASTX 

g2351580 

684 

4.0e-76 

155 

83 

(U82433) thymidine diphospho-glucose 4-6-dehydratase 
homo log [Prunus armeniaca] 

403921 

LIB3434-014-P1-K1-E10 

BLASTX 

g4538897 

402 

4.0e-39 

138 

54 

(AL049482) AXllOP-like protein [Arabidopsis thaliana] 
403922 

LIB3434-014-P1-K1-E5 

BLASTX 

g464981 

554 

3.0e-57 

107 

93 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_388207 (L237 62) 
ubiquitin carrier protein [Lycopersicon esculentum] 

403923 

LIB3434-015-P1-K1-A1 

BLASTX 

g2983642 

336 

3.Ge-31 

174 

40 



51990 



NCBI Description (AE000728) di ami nop ime late decarboxylase [Aquifex aeolicus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403924 

LIB3434-015-P1-K1-A2 

BLASTX 

g5103812 

596 

9.0e-62 

168 

67 

(AC007591) Similar to gb_AJ005073 Alix (ALG-2-interactmg 
protein X) from Mus musculus. ESTs gb_R90133 7 gb_Z17944 and 
gb_AA605465 come from this gene. [Arabidopsis thaliana] 





Seq. No. 


403925 




Seq. ID 


LIB3434-015-P1-K1-A4 




Method 


BLASTX 




NCBI GI 


g4056568 




BLAST score 


605 




E value 


7.0e-63 




Match length 


163 


.01 


% identity 


25 


K 


NCBI Description 


(U90944) PDI-like protein [Zea mays] 




Seq. No. 


403926 


fees? 


Seq. ID 


LIB3434-015-P1-K1-A5 




Method 


BLASTX 


ff~ 


NCBI GI 


g4467095 


is 


BLAST score 


193 




E value 


2.0e-14 




Match length 


45 




% identity 


84 




NCBI Description 


(AL035538) putative protein [Arabidops: 




Seq. No. 


4uoyz / 




Seq. ID 


LIB3434-015-P1-K1-A7 




Method 


BLASTN 




NCBI GI 


g6016845 




BLAST score 


171 




E value 


3.0e-91 




Match length 


271 




% identity 


99 




NCBI Description 


Oryza sativa genomic DNA, chromosome 1 




Seq. No. 


403928 




Seq. ID 


LIB3434-015-P1-K1-B2 




Method 


BLASTX 




NCBI GI 


gl00598 




BLAST score 


382 




E value 


1.0e-36 




Match length 


108 




% identity 


69 




NCBI Description 


ubiquitin / ribosomal protein S27a-1 - 






(M60175) ubiquitin [Hordeum vulgare] 




Seq. No. 


403929 




Seq. ID 


LIB3434-015-P1-K1-B7 



barley >gi_167073 



51991 



HI 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g5081779 

473 

1.0e-47 

92 
93 

(AF150630) 



cellulose synthase [Gossypium hirsutum] 



403930 

LIB3434-015-P1-K1-C1 

BLASTN 

g6016845 

191 

1.0e-103 

251 
94 

Oryza sativa genomic 



DNA, chromosome 1, clone : P0711E10 



403931 

LIB3434-015-P1-K1-D1 

BLASTX 

gl!84774 

692 

5.0e-73 

157 

85 

(U45856) cytosolic glyceroldehyde-3-phosphate dehydrogenase 
GAPC3 [Zea mays] 



Seq. No. 


403932 


Seq. ID 


LIB3434-015- 


Method 


BLASTX 


NCBI GI 


g4544390 


BLAST score 


450 


E value 


1.0e-44 


Match length 


127 


% identity 


65 


NCBI Description 


(AC007047) ] 


Seq. No. 


403933 


Seq. ID 


LIB3434-015 


Method 


BLASTX 


NCBI GI 


g5007084 


BLAST score 


908 


E value 


2.0e-98 


Match length 


172 


% identity 


98 


NCBI Description 


(AF155333) : 




sativa] 


Seq. No. 


403934 


Seq. ID 


LIB3434-015 


Method 


BLASTX 


NCBI GI 


g2914706 


BLAST score 


707 


E value 


9.0e-75 


Match length 


159 



-P1-K1-D6 



■P1-K1-E1 



NADP-specific isocitrate dehydrogenase [Oryza 



015-P1-K1-G10 



51992 



% identity 83 , 

NCBI Description (AC003974) putative homeobox protein [Arabidopsis thaliana j 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403935 

LIB3434-015-P1-K1-G5 

BLASTX 

g 4454472 

157 

3.0e-10 

53 
62 

(AC006234) unknown protein [Arabidopsis thaliana] 
403936 

LIB3434-015-P1-K1-G6 

BLASTX 

gl21332 

869 

9.0e-94 

168 

98 

GLUTAMINE SYNTHETASE ROOT ISOZYME ( GLUT AMATE— AMMONIA 

LIGASE) (CLONE LAMB DA- GS 8) >gi_68590_pir AJRZQB 

glutamate— ammonia ligase (EC 6.3.1.2) beta, cytosolic - 
rice >gi_20358_emb_CAA324 60_ (X14244) cytosolic glutamine 
syntethase (AA 1-357) [Oryza sativa] 

403937 

LIB3434-015-P1-K1-H1 

BLASTX 

g283008 

813 

3.0e-87 

158 

99 

sucrose synthase (EC 2.4.1.13) - rice 

>gi_20366_emb_CAA46017_ (X64770) sucrose synthase [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



- 403938 
LIB3434-015-P1-K1-H10 
BLASTX 
g6056418 
419 

4.0e-41 
153 
50 

(AC009525) 
thaliana] 



Similar to beta-glucosidases [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



403939 

LIB3434-015-P1-K1-H4 

BLASTX 

g2245012 

195 

1.0e-14 

50 



51993 



0 # 



% identity 


72 


NCBI Description 


(Z97341) hypothetical protein [Arabidopsis thaliana] 


Seq. No, 


403940 


Seq. ID 


LIB3434-016-P1-K1-A11 


Method 


BLASTN 


NCBI GI 


g538427 


BLAST score 


274 


E value 


1.0e-152 


Match length 


285 


% identity 


99 


NCBI Description 


Oryza sativa ribosomal protein SI 6 mRNA, complete cds 


Seq. No. 


403941 


Seq. ID 


LIB34 34-01 6-P1-K1-A2 


Method 


BLASTX 


NCBI GI 


g445613 


BLAST score 


353 


E value 


2.0e-33 


Match length 


97 


% identity 


70 


NCBI Description 


ribosomal protein L7 [Solanum tuberosum] 


Seq. No. 


403942 


Seq. ID 


LIB3434-016-P1-K1-A7 


Method 


BLASTN 


NCBI GI 


gl67043 


BLAST score 


41 


E value 


1.0e-13 


Match length 


53 


% identity 


94 


NCBI Description 


Barley glyceraldehyde-3-phosphate dehydrogenase mRNA, 




end 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403943 

LIB3434-016-P1-K1-C5 

BLASTX 

g!174162 

406 

1.0e-39 

88 
80 

(U44976) ubiquitin-conjugating enzyme [Arabidopsis 
thaliana] >gi_3746915 (AF091106) E2 

ubiquit in-con jugating-like enzyme [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403944 

LIB3434-016-P1-K1-D4 

BLASTX 

gl705434 

291 

3.0e-26 

103 
56 

BIBENZYL SYNTHASE >gi_758243_emb_CAA56276__ (X79903) 
bibenzyl synthase [Phalaenopsis sp.] 



51994 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403945 

LIB3434-016-P1-K1-E2 

BLASTX 

gl710424 

265 

6.0e-28 

103 

67 

50S RIBOSOMAL PROTEIN L21, CHLOROPLAST PRECURSOR (CL21) 

>gi_2129718_pir S71282 ribosomal protein L21 - Arabidopsis 

thaliana >gi_1149573_emb_CAA89887_ (Z49787) chloroplast 
ribosomal large subunit protein L21 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403946 

LIB3434-016-P1-K1-F4 

BLASTX 

g2351580 

596 

8.0e-62 

134 

82 

(U82433) thymidine diphospho-glucose 4-6-dehydratase 
homolog [Prunus armeniaca] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403947 

LIB3434-016-P1-K1-H5 

BLASTX 

g!519249 

440 

5.0e-44 

89 

100 

(U65956) GF14-b protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403948 

LIB3434-016-P1-K1-H6 
BLASTX < - 

gl33867 
438 

9.0e-48 

114 

82 

40S RIBOSOMAL PROTEIN Sll >gi_82722_pir S16577 ribosomal 

protein Sll - maize >gi_22470_emb_CAA39438_ (X55967) 
ribosomal protein Sll [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403949 

LIB3434-017-P1-K1-A6 

BLASTN 

g4835773 

36 

1.0e-10 

68 

88 

Arabidopsis thaliana chromosome 1 BAC T16B5 sequence, 
complete sequence 



51995 



€1 



Seq. No. 


403950 


Seq. ID 


LIB3434-( 


Method 


BLASTX 


NCBI GI 


gl305525 


BLAST score 


585 


E value 


1.0e-60 


Match length 


116 


% identity 


97 


NCBI Description 


(U55212) 


Seq. No. 


403951 


Seq. ID 


LIB3434-I 


Method 


BLASTN 


NCBI GI 


gll63180 


BLAST score 


86 


E value 


2. Oe-40 


Match length 


102 


% identity 


96 


NCBI Description 


Glycine 3 


Seq. No. 


403952 


Seq. ID 


LIB3434- 


Method 


BLASTX 


NCBI GI 


gl001532 


BLAST score 


312 


E value 


5.0e-29 


Match length 


87 


% identity 


68 


NCBI Description 


(D64000) 


Seq. No. 


403953 


Seq. ID 


LIB3434- 


Method 


BLASTX 


NCBI GI 


g401140 


BLAST score 


684 


E value 


3.0e-72 


Match length 


126 


% identity 


99 


NCBI Description 


SUCROSE 



Wilms f tumor-related protein QM [Oryza sativa] 



021-P1-K1-G1 



-P1-K1-G2 



hypothetical protein [Synechocystis sp.] 



-P1-K1-H5 



SYNTHASE 2 {SUCROSE-UDP GLUCOSYLTRANSFERASE 2) 
>gi_20095_emb_CAA41774_ (X5904 6) sucrose-UDP 
glucosyltransf erase (isoenzyme 2) [Oryza sativa] 

>gi_1587 662_prf 2207194A sucrose synthase : ISOTYPE-2 [Oryza 

sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403954 

LIB3434-023-P1-K1-B11 

BLASTX 

g2498077 

570 

8.0e-59 

125 

84 

NUCLEOSIDE 
(PP18) >gi 



DIPHOSPHATE KINASE I (NDK I) (NDP KINASE I) 
1777930 (U55019) nucleoside diphosphate kinase 



[Saccharum officinarum] 



Seq. No. 



403955 



51996 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3434-023-P1-K1-C10 

BLASTX 

gl29591 

231 

7.0e-25 

85 

74 

PHENYLALANINE AMMONIA-LYASE >g i_2 9582 4_emb_CAA3 422 6_ 
(X16099) phenylalanine ammonia-lyase [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



403956 

LIB3434-023-P1-K1-D11 

BLASTX 

g4803960 



BLAST score 


150 


E value 


3.0e-10 


Match length 


50 


% identity 


56 


NCBI Description 


(AC006202) putative carbonic anhydrase 




thaliana] 


Seq. No. 


403957 


Seq. ID 


LIB3434-024-P1-K1-C12 


Method 


BLASTX 


NCBI GI 


g3201541 


BLAST score 


641 


E value 


3.0e-67 


Match length 


136 


% identity 


86 


NCBI Description 


(AJ005077) TCTR2 protein [Lycopersicon 


Seq. No. 


403958 


Seq. ID 


LIB3434-024-P1-K1-H3 


Method 


BLASTX 


NCBI GI 


gll74162 


BLAST score 


686 


E value 


2.0e-72 


Match length 


137 


% identity 


88 


NCBI Description 


(U44976) ubiquitin-conjugating enzyme | 



[Arabidopsis 
thaliana] >gi_3746915 (AF091106) E2 

ubiquit in-con jugating-like enzyme [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403959 

LIB3434-024-P1-K1-H4 

BLASTX 

g3790743 

189 

5.0e-14 

64 

53 

(AF099919) contains similarity to cytochrome C oxidase 
assembly protein COX17 homologues [Caenorhabditis elegans] 



Seq, No. 
Seq. ID 

Method 



403960 

LIB3434-025-P1-K1-A2 
BLASTX 



51997 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



gl706958 
541 

2.0e-55 

137 

77 

(U58284) cellulose synthase [Gossypium hirsutum] 



403961 

LIB3434-025-P1-K1-B9 

BLASTX 

gl477428 

199 

3.0e-15 

50 
80 

(X99623) alpha-tubulin 



1 [Hordeum vulgare] 



403962 

LIB3434-025-P1-K1-D5 

BLASTX 

g5091616 

352 

3.0e-33 

179 

44 

(AC007454) F23M19.3 [Arabidopsis thaliana] 
403963 

LIB3434-025-P1-K1-F2 

BLASTX 

g3290022 

373 

6.0e-36 

95 

75 

(AF044173) cysteine synthase; CS-B; O-acetylserine 
lyase; plastidic isoform [Solanum tuberosum] 



(thiol) 



403964 

LIB3434-025-P1-K1-H5 

BLASTX 

g5901954 

160 

1.0e-10 

96 

40 

FGFR1 oncogene partner >gi_4454263_emb_CAA77020_ (Y18046) 
FGFR1 oncogene partner (FOP) [Homo sapiens] 

403965 

LIB3434-026-P1-K1-A2 

BLASTX 

g2583108 

343 

3.0e-32 

123 

54 



51998 



# 



NCBI Description 


(AC002387) putative surface protein 


Seq. No. 


403966 


Seq. ID 


LIB3434-026-P1-K1-H1 


Method 


BLASTN 


NCBI GI 


g4761585 


BLAST score 


34 


E value 


5 . 0e-10 


Match length 


58 


% identity 


90 


NCBI Description 


Malus domestica GD4-2 prorilxn mRNA, 


Seq. No. 


403967 


Seq. ID 


LIB3434-027-P1-K1-B2 


Method 


BLASTX 


NCBI GI 


gzoUlUo4 


BLAST score 


229 


E value 


2.0e-19 


Match length 


65 


% identity 


68 


NCBI Description 


PROBABLE THREONYL-TRNA SYNTHETASE, i 



CYTOPLASMIC 

(THREONINE— TRNA LIGASE) (THRRS) >gi__2191162 (AF007270) 
Similar to threonyl-tRNA synthetase; coded for by A. 
thaliana cDNA R65376 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403968 

LIB3434-027-P1-K1-D6 

BLASTX 

g3643610 

515 

2.0e-52 

110 

87 

(AC005395) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 



403969 

LIB3434-027-P1-K1-G6 

BLASTX 

gl777312 

273 

5.0e-24 

87 

60 

(D30622) novel serine/threonine protein kinase 
thaliana] 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403970 

LIB3434-028-P1-K1-F2 

BLASTX 

g4874301 

171 

2.0e-12 

40 
82 

(AC006053) proton-ATPase-like protein [Arabidopsis 
thaliana] 



51999 



Seq. No. 403971 

Seq. ID LIB3434-028-P1-K1-F6 

Method BLASTX 

NCBI GI gl20668 

BLAST score 183 

E value 6-0e-14 

Match length 49 

% identity 67 

NCBI Description GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE , CYTOSOLIC 

>gi_8 239 9_pir A2 4159 glyceraldehyde- 3-pho sphat e 

dehydrogenase (EC 1.2.1.12), cytosolic - barley (fragment) 
>gi_167044 (M36650) glyceraldehyde-3-phosphate 

dehydrogenase [Hordeum vulgare] >gi_225347__prf 1301218A 

dehydrogenase, glyceraldehydephosphate [Hordeum vulgare var. 
distichum] 

Seq. No. 403972 

Seq. ID LIB3434-029-P1-K1-A2 

Method BLASTX 

NCBI GI g2914710 

BLAST score 579 

E value 1.0e-59 

Match length 181 

% identity 57 

NCBI Description (AC003974) putative beta-D-galactosidase [Arabidopsis 
thaliana] 

Seq. No. 403973 

Seq. ID LIB3434-029-P1-K1-F5 

Method BLASTX 

NCBI GI g4249382 

BLAST score 599 

E value 4.0e-62 

Match length 168 

% identity 62 

NCBI Description (AC005966) Strong similarity to gi_3337350 F13P17.3 
putative permease from Arabidopsis thaliana BAC 
gb_AC004481. [Arabidopsis thaliana] 

Seq. No. 403974 

Seq. ID LIB3434-030-P1-K1-H5 

Method BLASTX 

NCBI GI g2078350 

BLAST score 587 

E value 7.0e-61 

Match length 135 

% identity 87 

NCBI Description (U95923) transaldolase [Solanum tuberosum] 

Seq. No. 403975 

Seq. ID LIB3434-031-P1-K1-A7 

Method BLASTX 

NCBI GI g3786009 

BLAST score 419 

E value 3.0e-41 

Match length 115 



52000 



% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



71 

(AC005499) unknown protein [Arabidopsis thaliana] 
403976 

LIB3434-031-P1-K1-B10 

BLASTX 

g4204260 

145 

4.0e-09 

62 

47 

(AC005223) 25568 [Arabidopsis thaliana] 
403977 

LIB3434-031-P1-K1-C12 

BLAST N 

gl69819 

70 

1.0e-31 

70 
100 

Rice gene encoding three ribosomal 
5.8S, complete; 25S, 5' end 



RNA 1 s : the 17S, 3' end; 



403978 

LIB3434-031-P1-K1-C4 

BLASTX 

g5734713 

196 

2.0e-15 

66 

62 

(AC008075) Is a member of PF_01169 Uncharacterized 
(transmembrane domain) protein family. [Arabidopsis 
thaliana] 

403979 

LIB3434-031-P1-K1-D5 

BLASTN 

g4138607 

36 

3.0e-ll 

52 

92 

Triticum aestivum glutathione peroxidase 
403980 

LIB3434-031-P1-K1-E2 

BLASTN 

g3298473 

42 

2.0e-14 

71 
92 

Oryza sativa gene for ovpl, complete cds 



Seq. No. 



403981 



52001 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



LIB3434-031-P1-K1-E4 

BLASTX 

g5803253 

166 

7.0e-12 

71 

46 

(AP000399) ESTs AU068856 (C50756) , AU077979 (C61370 ) 
correspond to a region of the predicted gene; similar to 
serine protease (AF097709) [Oryza sativa] 

403982 

LIB3434-031-P1-K1-E8 

BLASTX 

g3687251 

196 

1.0e-15 

49 
76 

(AC005169) unknown protein [Arabidopsis thaliana] 
403983 

LIB3434-031-P1-K1-F4 

BLASTX 

g4490309 

333 

5.0e-31 

125 
51 

(AL035678) peroxidase ATP17a-like protein [Arabidopsis 
thaliana] 

403984 

LIB3434-032-P1-K1-A7 

BLASTX 

g5091620 

430 

2.0e-42 

139 

63 

(AC007454) Contains similarity to gi_836774 FAB1 protein 
from Saccharomyces cerevisiae genome gb_D50617. 
[Arabidopsis thaliana] 

403985 

LIB3434-032-P1-K1-A8 

BLASTX 

g4006886 

184 

9.0e»14 

126 

37 

(Z99708) putative protein [Arabidopsis thaliana] 
403986 

LIB3434-033-P1-K1-B12 
BLASTX 



52002 



NCBI GI g547683 
BLAST score 578 
E value 8.0e-60 
Match length 135 
% identity 84 

NCBI Description HEAT SHOCK COGNATE PROTEIN 80 >gi_170456 (M96549) heat 
shock cognate protein 80 [Solanum lycopersicum] 

>gi_445601_prf 1909348A heat shock protein hsp80 

[Lycopersicon esculentum] 

403987 

LIB3434-033-P1-K1-B6 
BLASTX 
g2493132 
259 

1.0e-22 
56 
88 

VACUOLAR ATP SYNTHASE SUBUNIT B ISOFORM 2 (V-ATPASE B 
SUBUNIT) >gi_167110 (L11873) vacuolar ATPase B subunit 
[Hordeum vulgare] 



Seq. No. 


403988 


Seq. ID 


LIB3434-034-P1-K1-H6 


Method 


BLASTX 


NCBI GI 


g2462740 


BLAST score 


224 


E value 


4.0e-18 


Match length 


138 


% identity 


41 


NCBI Description 


(AC002292) Hypothetical protein [Arabidopsis thaliana 


Seq. No. 


403989 


Seq. ID 


LIB3434-035-P1-K1-A2 


Method 


BLASTX 


NCBI GI 


g3914006 


BLAST score 


438 


E value 


3.0e-43 


Match length 


132 


% identity 


68 


NCBI Description 


MITOCHONDRIAL LON PROTEASE HOMOLOG 2 PRECURSOR >gi 18' 




(U85495) LON2 [Zea mays] ~ 


Seq. No. 


403990 


Seq. ID 


LIB3434-035-P1-K1-H12 


Method 


BLASTX 


NCBI GI 


gl729971 


BLAST score 


443 


E value 


7.0e-44 


Match length 


120 


% identity 


75 



NCBI Description TONOPLAST INTRINSIC PROTEIN, GAMMA (GAMMA TIP) 

(AQUAPORIN-TIP) >gi_107 6745_pir S52004 gamma-Tip protein - 

rice >gi_473997_dbj_BAA05017_ (D25534) gamma-Tip [Oryza 
sativa] 

Seq. No. 403991 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52003 



49 



oecj. ID 


LIB3434-037-P1-K1-B2 


L v lC L-iioa 


DT 7V OmVT 

BLAbrN 


NCBI GI 


g3135542 


BLAST score 


76 


E value 


4 . Oe-35 


Match length 


96 


% identity 


97 


iNL-oi Description 


Oryza sativa aquaporin (PIP2a) mRNA, 


Seq. No. 


A A ^ A A A 

403992 


beq* iu 


LIB3434-038-P1-K1-F1 


Method. 


BLASTN 


NCBI GI 


g5257255 


BLAST score 


352 


E value 


0 . 0e+00 


Natcn length 


426 


% identity 


96 


LNursi Description 


Oryza sativa genomic DNA, chromosome 


Seq. No. 


403993 


Seq. ID 


LIB3434-038-P1-K1-G6 


Method 


BLASTN 




gz / / oido 


BLAST score 


168 


E value 


1.0e-89 


Match length 


192 


% identity 


98 


NCBI Description 


Oryza sativa abscisic acid- and stres; 



(Asrl) mRNA, complete cds 



and stress-inducible protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403994 

LIB3434-038-P1-K1-H11 

BLASTX 

g3122638 

270 

1.0e-32 

76 
86 

PP1/PP2A PHOSPHATASES PLEIOTROPIC REGULATOR PRL1 

>gi_1076381_pir S49820 PRL1 protein - Arabidopsis thaliana 

>gi_577733_emb_CAA58031_ (X82824) PRL1 [Arabidopsis 
thaliana] >gi_577735_emb_CAA58032_ (X82825) PRL1 
[Arabidopsis thaliana] >gi_2244947_emb_CAB10369 . 1_ (Z97339) 
PRL1 protein [Arabidopsis thaliana] 

403995 

LIB3434-038-P1-K1-H8 

BLASTN 

g3114894 

65 

3.0e-28 

133 

87 

Oryza sativa mRNA for second glutathione S-transferase, 
RGST II 



Seq. No. 



403996 



52004 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E' value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



LIB3434-039-P1-K1-A8 

BLASTN 

g5230784 

44 

2-0e-15 

78 
49 

Triticum aestivum histone HI WH1B.1 mRNA, complete cds 
403997 

LIB3434-039-P1-K1-B6 

BLASTX 

g2078350 

211 

2.0e-17 

54 
76 

(U95923) transaldolase [Solanum tuberosum] 
403998 

LIB3434-039-P1-K1-C12 

BLASTX 

g584706 

196 

4.0e-15 

70 
61 

ASPARTATE AMINOTRANSFERASE, CYTOPLASMIC (TRANSAMINASE A) 

>gi_2130066_pir JC5124 aspartate transaminase (EC 

2.6.1.1), cytoplasmic - rice >gi_287298_dbj_BAA03504_ 
(D14673) aspartate aminotransferase [Oryza sativa] 

403999 

LIB3434-039-P1-K1-C7 

BLASTX 

gll73218 

254 

2.0e-22 

57 

88 

40S RIBOSOMAL PROTEIN S15A >gi_440824 (L27461) ribosomal 
protein S15 [Arabidopsis thaliana] >gi_2150130 (AF001412) 
cytoplasmic ribosomal protein S15a [Arabidopsis thaliana] 

404000 

LIB3434-039-P1-K1-E8 

BLASTN 

gll43863 

168 

2.0e-89 

374 

89 

Oryza sativa beta-glucosidase mRNA, nuclear gene encoding 
chloroplast protein, complete cds 

404001 

LIB3434-039-P1-K1-G12 



52005 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



BLASTX 

g4850330 

318 

3.0e-29 

63 

97 

(AB027123) 



cytochrome c oxidase subunit 5c [Oryza sativa] 



404002 

LIB3434-040-P1-K1-D5 

BLASTX 

g5262759 

695 

2.0e-73 

155 

81 

(AL080283) putative protein [Arabidopsis thaliana] 
404003 

LIB3434-041-P1-K1-E5 

BLASTX 

g4220521 

254 

1.0e-21 

97 
49 

(AL035356) putative protein [Arabidopsis thaliana] 
404004 

LIB3434-041-P1-K1-F1 

BLASTX 

g5732703 

444 

4.0e-44 

99 

79 

(AF159387) thioredoxin-like protein [Lolium perenne] 
404005 

LIB3434-041-P1-K1-G1 

BLASTX 

g2144098 

274 

3.0e-24 

109 

49 

SC2 - rat >gi_256994Jobs_115268 (S45663) SC2=synaptic 
glycoprotein [rats, brain, Peptide, 308 aa] [Rattus sp.] 

404006 

LIB3434-041-P1-K1-G12 

BLASTX 

g2565305 

763 

2.0e-81 

157 

92 



52006 



NCBI Description (AF024589) glycine decarboxylase P subunit [Hordeum sp. x 
Triticum sp.] 



Seq. No. 


404007 


Seq. ID 


LIB3434-042-P1-K1-F2 


Method 


BLASTX 


NCBI GI 


gl619300 


BLAST score 


488 


E value 


3.0e-49 


Match length 


124 


% identity 


77 


NCBI Description 


(X95269) LRR protein [Lycopersicon esculentum] 


oeq. ino * 


/ n A C\f\Q 

4U4 UUo 


Seq. ID 


LIB3434-042-P1-K1-H12 


Method 


BLASTX 


MOD T /"> T 


gll84774 


BLAST score 


467 


E value 


9. 0e-47 


Match length 


95 


% identity 


91 


NCBI Description 


(U45856) cytosolic glyceroldehyde-3-phosphate deh 




GAPC3 [Zea mays] 


Seq. No. 


404009 


Seq. ID 


LIB3434-042-P1-K1-H6 


Method 


BLASTX 


NCBI GI 


g3540182 


BLAST score 


186 


E value 


5.0e-14 


Match length 


80 


% identity 


53 


NCBI Description 


(AC004122) Unknown protein [Arabidopsis thaliana] 


Seq. No. 


404010 


Seq. ID 


LIB3434-043-P1-K1-B2 


Method 


BLASTX 


NCBI GI 


g4126809 


BLAST score 


439 


E value 


9. 0e-44 


Match length 


83 


% identity 


58 


NCBI Description 


(AB017042) glyoxalase I [Oryza sativa] 




d c\d ni i 
luy uij. 


Seq. ID 


LIB3434-043-P1-K1-C3 


Method 


BLASTX 


NCBI GI 


gl402910 


BLAST score 


309 


E value 


2.0e-28 


Match length 


99 


% identity 


65 


NCBI Description 


(X98316) peroxidase [Arabidopsis thaliana] 



>gi_1429223_emb_CAA67550_ (X99096) peroxidase [Arabidopsis 
thaliana] 

Seq. No. 404012 



52007 



9 



beq. ID 


LIB3434-043-P1-K1-C5 


Method 


TIT 7\ ft m 

BLASTX 


NCBI GI 


g4165488 


BLAST score 


597 


E value 


4.0e-62 


Match length 


126 


% identity 


94 


wobi Description 


{ A Jl 32399) alpha- tubul m 


Seq. No. 


404013 


oeq. id 


LIB3434-043-P1-K1-G4 


Method 


BLASTX 




y zoz Do Oii 


BLAST score 


192 


E value 


4.0e-l5 


Match length 


48 


% identity 


81 


NCBI Description 


(AJ223634) transcription : 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] >gi__505178 6_emb_CAB45079 . 1_ 
(AL078637) transcription factor IIA small subunit 
[Arabidopsis thaliana] 



404014 

LIB3434-045-P1-K1-A7 

BLASTX 

g5777631 

488 

3.0e-49 

123 
78 

(AJ245900) CAA303719, 



1 protein [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



404015 

LIB3434-045-P1-K1-G5 

BLASTX 

gl707021 

161 

3.0e-ll 

94 

39 

(U78721) Ubiquitin-conjugating enzyme, E2-16kD isolog 
[Arabidopsis thaliana] 

404016 

LIB3434-046-P1-K1-C11 

BLASTX 

g4588906 

548 

3.0e-56 

120 

90 

(AF118149) ribosomal protein S7 
404017 

LIB3434-046-P1-K1-E8 
BLASTN 
g3646372 



[Secale cereale] 



52008 



0 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33 

4.0e-09 

33 

100 

Oryza sativa mRNA for RGP1 protein 
404018 

LIB3434-046-P1-K1-F4 

BLASTX 

g5031275 

528 

7.0e-54 

123 

78 

(AF1394 96) unknown [Prunus armeniaca] 
404019 

LIB3434-046-P1-K1-G6 

BLASTN 

g218144 

416 

0.0e+00 * 

420 

100 

Rice mRNA for ATP/ADP translocator, complete cds 
404020 

LIB3434-046-P1-K1-H5 

BLASTX 

gl710780 

353 

2.0e-33 

86 

78 

40S RIBOSOMAL PROTEIN S9 (S7) >gi__1321917_emb__CAA65433_ 
(X96613) cytoplasmic ribosomal protein S7 [Podospora 
anserina] 

404021 

LIB3434-047-P1-K1-A2 

BLASTX 

gl519249 

299 

3.0e-27 

73 

89 

(U65956) GF14-b protein [Oryza sativa] 
404022 

LIB3434-047-P1-K1-F6 

BLASTX 

g4836773 

243 

7.0e-21 

78 

63 

(AF136580) iron-regulated transporter 2 [Lycopersicon 



52009 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



esculentum] 
404023 

LIB3434-047-P1-K1-H12 

BLASTX 

g4757718 

217 

2.0e-17 

105 
43 

actin-like 6 >gi_4001803 
>gi_4218064_dbj_BAA74577 
[Homo sapiens] 



(AF041474) BAF53a [Homo sapiens] 
(AB015907) actin-related protein 



404024 

LIB3434-047-P1-K1-H5 

BLASTX 

g2370312 

194 

8.0e-15 

103 
49 

(AJ000995) DnaJ-like protein [Medicago sativa] 
>gi_3202020_gb_AAC19391.1_ (AF069507) DnaJ-like protein 
MsJl [Medicago sativa] 

404025 

LIB3434-048-P1-K1-A1 

BLASTN 

g5360220 

76 

7.0e-35 

84 

99 

Oryza sativa mRNA for nuclear transport factor 2 (NTF2), 
complete cds 

404026 

LIB3434-048-P1-K1-H12 

BLASTX 

gl084461 

313 

6.0e-29 

59 

97 

RCc3 protein - rice >gi_78 6132 



(L27208) RCc3 [Oryza sativa] 



404027 

LIB3434-048-P1-K1-H4 

BLASTX 

g4510363 

324 

4.0e-30 

69 

86 

(AC007017) putative DNA-binding protein [Arabidopsis 
thaliana] 



52010 



41 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity. 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



404028 

LIB3434-04 9-P1-K1-G3 

BLASTX 

g2760334 

304 

1.0e-27 

91 

59 . , _ ; 

(AC002130) F1N21.5 [Arabidopsis thaliana] 

404029 

LIB3434-049-P1-K1-H12 

BLASTX 

g730461 

214 

5.0e-17 

56 

68 

40S RIBOSOMAL PROTEIN YS29A >gi_626904_pir S48503 

ribosomal protein S29.e.A, cytosolic - yeast (Saccharomyces 
cerevisiae) >gi_287628_dbj_BAA03507_ (D14676) ribosomal 
protein YS29 [Saccharomyces cerevisiae] >gi_625108 (U19729) 
Ylr388wp [Saccharomyces cerevisiae] 

404030 

LIB3434-04 9-P1-K1-H5 

BLASTX 

gl657621 

488 

3.0e-50 

135 

75 

(U72505) G6p [Arabidopsis thaliana] >gi_3068711 (AF049236) 
putative acyl-coA dehydrogenase [Arabidopsis thaliana] 
>gi_5478795_dbj_BAA82478.1_ (AB017643) Short-chain acyl CoA 
oxidase [Arabidopsis thaliana] 

404031 

LIB3434-04 9-P1-K1-H6 

BLASTX 

g4836907 

168 

5.0e-12 

70 

46 

(AC007153) Highly similar to putative callose synthase 
catalytic subunit [Arabidopsis thaliana] 

404032 

LIB3434-051-P1-K1-D11 

BLASTN 

g3135542 

120 

3.0e-61 

120 
100 



52011 



NCBI Description Oryza sativa aquaporin (PIP2a) mRNA, complete cds 



Seq. No. 


404033 


Seq. ID 


LIB3434-051-P1-K1-F4 


Method 


BLASTX 


NCBI GI 


g5919185 


BLAST score 


249 


E value 


2.0e--21' 


Match length 


82 


% identity 


60 


NCBI Description 


(AF183809) arabinogalactan protein Popl4A9 [Populus alba x 




Populus tremula] 


Seq, No. 


404034 


Seq. ID 


LIB3434-052-P1-K1-A10 


Method 


BLASTX 


NCBI GI 


g2984709 


BLAST score 


270 


E value 


2.0e-29 


Match length 


72 


% identity 


93 


NCBI Description 


(AF053468) DnaJ-related protein ZMDJ1 [Zea mays] 


Seq. No. 


404035 


Seq. ID 


LIB3434-052-P1-K1-H6 


Method 


BLASTX 


NCBI GI 


g3335169 


BLAST score 


180 


E value 


5.0e-13 


Match length 


110 


% identity 


41 


NCBI Description 


(AF067857) embryo-specific protein 1 [Arabidopsis thaliana] 




>gi_4455197_emb__CAB36520.1_ (AL035440) embryo-specific 




protein 1 (ATS1) [Arabidopsis thaliana] 


Seq. No. 


404036 


Seq. ID 


LIB3434-053-P1-K1-C4 


Method 


BLASTX 


NCBI GI 


g4324967 


BLAST score 


426 


E value 


2.0e-42 


Match length 


83 


% identity 


98 


NCBI Description 


(AF114796)* ADP-ribosylation factor [Glycine max] 


Seq. No. 


404037 


Seq. ID 


LIB3434-053-P1-K1-G7 


Method 


BLASTX 


NCBI GI 


g5748682 


BLAST score 


200 


E value 


2.0e-15 


Match length 


129 


% identity 


35 


NCBI Description 


(AL109957) hypothetical WD-repeat protein 




[Schizosaccharomyces pombe] 


Seq. No. 


404038 



52012 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



LIB3434-054-P1-K1-D6 

BLASTX 

g2331131 

213 

1.0e-17 

44 

95 

(AF010579) glycine-rich protein [Oryza sativa] 
404039 

LIB3434-054-P1-K1-E4 

BLASTX 

g3927825 

207 

7.0e-17 

46 

87 

(AC005727) putative dTDP-glucose 4-6-dehydratase 
[Arabidopsis thaliana] 

404040 

LIB3434-054-P1-K1-G11 

BLASTX 

g3980377 

225 

1.0e-18 

86 

52 

(AC004561) unknown protein [Arabidopsis thaliana] 
404041 

LIB3434-055-P1-K1-C4 

BLASTN 

g20280 

47 

9.0e-18 

60 

95 

Rice gene for phenylalanine ammonia- lyase (EC 4.3.1.5) 
404042 

LIB3434-055-P1-K1-D10 

BLASTX 

g3249103 

144 

8.0e-09 

69 

42 

(AC003114) Contains similarity to membrane-associated 
salt-inducible protein homolog TM021B04.10 gb_2191192 from 
A. thaliana BAC gb_AF007271. [Arabidopsis thaliana] 

404043 

LIB3434-055-P1-K1-G6 

BLASTN 

g600766 

61 



52013 



(I 



E value 4.0e-26 

Match length 61 

% identity 100 

NCBI Description Oryza sativa cyclophilin 2 (Cyp2) gene, complete cds 

Seq. No. 404044 

Seq. ID LIB3434-056-P1-K1-B11 

Method BLASTN 

NCBI GI g37465fftJ 

BLAST score 34 

E value 8.0e-10 

Match length 62 

% identity 89 

NCBI Description Oryza sativa glutathione S-transf erase II mRNA, complete 
cds 

Seq. No. 404045 

Seq. ID LIB3434-056-P1-K1-B6 

Method BLASTN 

NCBI GI g3746580 

BLAST score 69 

E value " r 1.0e-30 

Match length 89 

% identity 94 

NCBI Description Oryza sativa glutathione S-transf erase II mRNA, complete 



cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404046 

LIB3434-056-P1-K1-G4 

BLASTX 

g4454472 

207 

2.0e-16 

114 

39 

(AC006234) unknown protein [Arabidopsis thaliana] 
404047 

LIB3434-056-P1-K1-G6 

BLASTX 

g571484 

283 

3.0e-25 

71 

72 

(U16727) peroxidase precursor [Medicago truncatula] 
404048 

LIB3434-057-P1-K1-H6 

BLASTX 

gll3169 

221 

3.0e-18 

76 

63 

ACYL CARRIER PROTEIN II PRECURSOR (ACP II) >gi_16696< 
(M63799) acyl carrier protein II [Hordeum vulgare] 



52014 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

fi value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_228694_prf_ 
vulgare] 



_1808324A acyl carrier protein II [Hordeum 



404049 

LIB3434-058-P1-K1-A1 

BLASTX 

g3894158 

168 

1.0e-l-l 
140 
37 

(AC005312) 
thaliana] 



similar to phloem-specific lectin [Arabidopsis 



404050 

LIB3434-059-P1-K1-A10 

BLASTX 

g2894534 

365 

4.0e-35 

76 

93 

(AJ224327) aquaporin [Oryza sativa] 
404051 

LIB3434-059-P1-K1-A2 

BLASTX 

g4567247 

546 

5.0e-56 

147 

70 

(AC007070) unknown protein [Arabidopsis thaliana] 
404052 

LIB3434-059-P1-K1-G5 

BLASTX 

g3421413 

554 

3.0e-57 

105 

99 

(AF081922) protein phosphatase 2A 55 kDa B regulatory 
subunit [Oryza sativa] >gi_3421415 (AF081923) protein 
phosphatase 2A 55 kDa B regulatory subunit [Oryza sativa] 

404053 

LIB3434-060-P1-K1-A2 

BLASTX 

g5802959 

199 

5.0e-16 

45 

87 

(AF179295) putative actin depolymerizing factor [Malus 
domestica] 



52015 



Seq. No. 


A ft A r\n A 

404054 


oeq. ±u 


L1Bo4o4~UdU-P1-*K1-E11 


ft/To ~\~ In r\r% 


"RT BCTM 


IV v-/0 J. KJ A. 


y z o -?o o do 


BLAST score 


76 


E value 


6.0e-35 


Match length 




% identity 


ft o 


NCBI Description 


Oryza sativa methylmalonate semi -aldehyde dehydrogenase 




(MMSDH1) mRNA, complete cds 


Seq. No. 


404055 


oeq. lu 


LIB3434-060-P1-K1-F12 


Wot - Vi r\/^ 


£51lA.O 1 JN 


NCBI GI 


g786131 


BLAST score 


36 


E value 


8 . Oe-11 


Matcn length 


f A 

64 


% identity 


O ft 

89 


NCBI Description 


Oryza sativa root-specific RCc3 mRNA, complete cds 


Seq. No. 


404056 


oeq. iu 


T TDO ^ O ^ ft ft T"l 1 TV*1 Ti O 

LIB3434-062-P1-K1-A2 


TUT j-> -f** r\ 

iYieLnoQ 


bLAoTX 




gil / xu iz 


ojj/ioi score 


one 

zuo 


Hi vcULUS 


4 • ue z o 






% identity 


74 


NCBI Description 


MPR1 PROTEIN >gi_1084729_pir S56259 MPR1 protein - yeast 




(Saccharomyces cerevisiae) >gi 836759 dbj BAA09243.1 


< 


(D50617) YFR004W [Saccharomyces cerevisiae] 




>gi_975708_emb_CAA56098_ (X79561) mprl [Saccharomyces 




cerevisiae] 



Seq. No. 


404057 


Seq. ID 


LIB3434- 


Method 


BLASTX * 


NCBI GI 


g2505940 


BLAST score 


235 


E value 


7.0e-20 


Match length 


59 


% identity 


76 


NCBI Description 


(Y13071) 


Seq. No. 


404058 


Seq. ID 


LIB3434-I 


Method 


BLASTX 


NCBI GI 


g!773014 


BLAST score 


414 


E value 


1.0e-40 


Match length 


111 


% identity 


73 


NCBI Description 


(Y10338) 


Seq. No. 


404059 


Seq. ID 


LIB3434-I 



062-P1-K1-A3 



chloride channel Stclcl [Solanum tuberosum] 



52016 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g543711 

307 

4.0e-28 

63 

100 

14-3-3-LIKE PROTEIN S94 >gi_419796_pir S30927 14-3-3 

protein homolog - rice >gi_303859_dbj_BAA03711_ (D16140) 
brain specific protein [Oryza sativa] 



Qo/T Ma 

OcCJ, 1NO. 


4U4UOU 


oeq. ±u 


LIBJ4 J4-0o2-Pl-Kl-C5 


Wfpt" In nH 


■DlifiO 1 A 


LN^U J. VJ-L 




BLAST score 


271 


E value 


5.0e-24 


riai-cn xengun 




~s laeriLity 




wurJi Description 


(AC005936) putative DNA- 




thaliana] 


Seq. No. 


404061 


oeq. lu 


LIB34 J4-U62-P1-K1-C6 


y\A /~\ +-* V\ /i 


oLiAo 1A 


NCBI GI 


gl084461 


BLAST score 


308 


E value 


4 . ue-Zo 


Match length 


/y 


% identity 


72 


iMutsi Description 


RCc3 protein - rice >gi 


Seq. No. 


404062 


oeq. lu 


T TOO yi O yl n /" O n 1 t/1 n'l 

LIB3434-062-P1-K1-D3 


i v ie unoa 




NCBI GI 


g3114895 


BLAST score 


217 


E value 


d . ue~io 


lxiaucn iengr.n 


/ 0 


% identity 


63 


JNLbi Description 


(AJ002381) glutathione S' 


Seq. No. 


404063 


Seq. ID 


LIB3434-062-P1-K1-E11 


Method 


BLASTN 


NCBI GI 


g6006355 


BLAST score 


90 


E value 


4.0e-43 


Match length 


183 


% identity 


98 


NCBI Description 


Oryza sativa genomic DNA, 


Seq. No. 


404064 


Seq. ID 


LIB3434-062-P1-K1-E4 


Method 


BLASTX 


NCBI GI 


g4574137 


BLAST score 


213 


E value 


2.0e-17 



[Arabidopsis 



52017 



Match length 54 
% identity 80 

NCBI Description (AF073696) cysteine synthase [Oryza sativa] 

Seq. No. 404065 

Seq. ID LIB3434-062-P1-K1-E7 

Method BLASTX 

NCBI GI g6016871 

BLAST score - 147 

E value 2.0e-09 

Match length 92 

% identity 40 

NCBI Description (AP000570) EST C98565 (E0414 ) corresponds to a region of the 
predicted gene.; hypothetical protein [Oryza sativa] 

404066 

LIB3434-062-P1-K1-F2 
BLASTX 
g3860323 
308 

4.0e-28 
71 
80 

(AJ012688) hypothetical protein [Cicer arietinum] 
404067 

LIB3434-062-P1-K1-F5 
BLASTX 
gl532169 
149 

1.0e-09 

52 
56 

(U63815) similar to a E. coli hypothetical protein F402 
encoded by GenBank Accession Number S47768 [Arabidopsis 
thaliana] 

Seq. No. 404068 

Seq. ID LIB3434-062-P1-K1-G12 

Method BLASTX 

NCBI GI g6015059 

BLAST score 402 

E value 2.0e-39 

Match length 97 

% identity 84 

NCBI Description ELONGATION FACTOR 1 -ALPHA {EF-1 -ALPHA) >gi 2996096 

(AF030517) translation elongation f actor-l~alpha; EF-1 
alpha [Oryza sativa] 

Seq. No. 404069 

Seq. ID LIB3434-062-P1-K1-G3 

Method BLASTX 

NCBI GI g417745 

BLAST score 193 

E value 4.0e-15 

Match length 52 

% identity 7 9 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52018 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



ADENOS YLHOMOCYS TE INASE ( S-ADENOSYL-L-HOMOCYSTEINE 
HYDROLASE) (ADOHCYASE) >gi_170773 (L11872) 
S-adenosyl-L-homocysteine hydrolase [Triticum aestivum] 

404070 

LIB3434-062-P1-K1-K10 

BLASTN 

g3819221 

101 v - " 

2.0e-49 

244 

86 

Hordeum vulgare partial mRNA; clone CMWG0721 
404071 

LIB3434-062-P1-K1-H5 

BLASTX 

g322701 

265 

3.0e-23 

58 

91 



NCBI Description Tubulin beta-2 chain - soybean 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404072 

LIB3434-064-P1-K1-A1 

BLASTX 

g5007084 

819 

7.0e-88 
180 
90 

(AF155333) 
sativa] 



NADP-specif ic isocitrate dehydrogenase [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404073 

LIB3434-064-P1-K1-A12 

BLASTX 

gl762945 

379 

1.0e-36 

120 
58 

(U66269) ORF; able to induce HR-like lesions 
tabacum] 



[Nicotiana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404074 

LIB3434-064-P1-K1-A4 

BLASTX 

gl762309 

268 

2.0e-23 

62 

90 

(U53345) AP-1 Golgi-related complex component; clathrin 
coated vesicles; clathrin assembly protein [Camptotheca 
acuminata] 



52019 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404075 

LIB3434-064-P1-K1-A5 

BLASTX 

gll72818 

158 

8.0e-ll 

66 

55 

40S RIBOSOMAL PROTEIN S16 >gi_538428 (L36313) ribosomal 

protein S16 [Oryza sativa] >gi_1096552_prf 2111468A 

ribosomal protein S16 [Oryza sativa] 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404076 

LIB3434-064-P1-K1-B4 

BLASTX 

g2764990 

174 

2.0e-12 

84 
45 

(Y08608) plasma membrane polypeptide [Nicotiana tabacum] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404077 

LIB3434-064-P1-K1-B5 

BLASTX 

g2760839 

252 

1.0e-26 

97 
63 

(AC003105) putative receptor kinase [Arabidopsis thaliana] 



Seq. No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404078 

LIB3434-064-P1-K1-B6 

BLASTX 

g4038471 

208 

5.0e-17 

52 

75 

(AF111029) 40S ribosomal protein S27 homolog [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



404079 

LIB3434-064-P1-K1-C2 

BLASTN 

g287834 

40 

2.0e-13 

64 

91 

2. mays yptm2 cDNA 
404080 

LIB3434-064-P1-K1-C5 

BLASTX 

g418507 



52020 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



222 

4.0e-18 

112 
40 

S-ADENOSYLMETHIONINE : 2 - DEME T H YLMEN AQUI NONE 

METHYLTRANSFERASE >gi_541097_pir S40872 hypothetical 

protein fl61 - Escherichia coli >gi_305032 (L19201) 
ORF_fl61 [Escherichia coli] >gi_1336002 (U56082) 
S-adenosylmethionine : 2-demethylmenaquinone 

methyltransf erase [Escherichia coli] >gi_1790364 (AE0004 67) 
menaquinone biosynthesis, unknown [Escherichia coli] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404081 

LIB3434-064-P1-K1-C8 

BLASTX 

g6016151 

138 

2.0e-16 

59 
83 

IMMUNOGLOBULIN BINDING PROTEIN HOMOLOG 3 PRECURSOR (HEAT 
SHOCK PROTEIN 70 HOMOLOG 3) >gi_1575130 (U58209) lumenal 
binding protein cBiPe3 [Zea mays] 



Seq. No. 

Seq-. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404082 

LIB3434-064-P1-K1-D1 

BLASTX 

gl706260 

317 

2.0e-29 

80 

74 

CYSTEINE PROTEINASE 
cysteine proteinase 



1 PRECURSOR >gi_2118131_pir_ 
1 precursor - maize 



S59597 



>gi_643597 
mays] 



_dbj_BAA08244__ (D45402) cysteine proteinase [Zea 



Seq. No. 


404083 


Seq. ID 


LIB3434-065-P1-K1-A1 


Method 


BLASTX 


NCBI GI 


g3915826 


BLAST score 


452 


E value 


9.0e-51 


Match length 


112 


% identity 


94 


NCBI Description 


60S RIBOSOMAL PROTEIN L5 


Seq. No. 


404084 


Seq. ID 


LIB3434-065-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


gl661160 


BLAST score 


481 


E value 


2.0e-48 


Match length 


122 


% identity 


75 


NCBI Description 


(U74295) chlorophyll a/b 



52021 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
, % identity 
NCBI Description 



404085 

LIB3434-065-P1-K1-A12 

BLASTX 

g2947060 

476 

8.0e-48 

140 

64 

(AC002521) putative membrane protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404086 

LIB3434-065-P1-K1-A2 

BLASTX 

g3410961 

405 

1.0e-39 

87 

91 

{ AB01 67 65 ) 3-phosphoshikimate 
[Oryza sativa] 



1-carboxyvinyltransf erase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404087 

LIB3434-065-P1-K1-A4 

BLASTX 

gll84774 

512 

4.0e-52 

104 
91 

{U45856} cytosolic glyceroldehyde-3-phosphate dehydrogenase 
GAPC3 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404088 

LIB3434-065-P1-K1-A6 

BLASTX 

g2129844 

272 

3.0e-24 

85 

60 

stress-induced protein stil 



soybean 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



404089 

LIB3434-065-P1-K1-A9 

BLASTX 

gl834353 

152 

6.0e-10 

67 

54 

(Y10986) hypothetical protein 194 
404090 

LIB3434-065-P1-K1-B11 

BLASTX 

g!352468 

353 



[Arabidopsis thaliana] 



52022 



E value 
Match length 
% identity 
NCBI Description 



1.0e-33 

94 

73 

BETA-FRUCTOFURANOS I DASE 1 PRECURSOR ( SUCROSE- 6-PHOSPHATE 
HYDROLASE 1) (INVERTASE 1) >gi_1122439 (U16123) invertase 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404091 

LIB3434-065-P1-K1-B3 
BLASTX 
g2500353 
584 

2.0e-60 

119 
92 

60S RIBOSOMAL PROTEIN L10-3 
similar to human QM protein, 
and to maize ubiquinol-cytochrome C reductase complex 
subunit VI requiring protein SC34 [Oryza sativa] 



(QM/R22) >gi_1293784 (U55048) 
a putative tumor supressor, 



Seq. No. 


404092 


Seq. ID 


LIB3434-065-P1-K1-B7 


Method 


BLASTX 


NCBI GI 


g5106785 


BLAST score 


170 


E value 


5.0e~12 


Match length 


124 


% identity 


35 


NCBI Description 


(AF083245) HSPC027 [Homo 


Seq. No. 


404093 


Seq. ID 


LIB3434-065-P1-K1-C1 


Method 


BLASTX 


NCBI GI 


g2493145 


BLAST score 


207 


E value- 


2.0e-16 


Match length 


64 


% identity 


66 


NCBI Description 


VACUOLAR ATP SYNTHASE 16 



>gi_1429264_emb_CAA67356.1_ (X98851) subunit c of V-type 
ATPase [Beta vulgaris] >gi__1495683_emb_CAA64455_ (X94999) 
V-type ATPase c subunit [Mesembryanthemum crystallinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404094 

LIB3434-065-P1-K1-C10 

BLASTX 

gl084457 

282 

4.0e-25 

57 

98 

elongation factor 1-beta - Rice >gi_432368_dbj_BAA04 903_ 
(D23674) elongation factor 1 beta [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 



404095 

LIB3434-065-P1-K1-C11 
BLASTX 



52023 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl!72571 
717 

4.0e-76 

139 

94 

PHOSPHOENOLPYRUVATE CARBOXYKI NAS E [ATP] 

>gi_1076277_pir S52637 phosphoenolpyruvate carboxykinase 

(ATP) (EC 4.1.1.49) - cucumber >gi_567102 (L31899) 
phosphoenolpyruvate carboxykinase [Cucumis sativus] 

404096 

LIB3434-065-P1-K1-C12 

BLASTX 

gl788469 

148 

2.0e-09 

62 
44 

(AE000303) putative oxidoreductase [Escherichia coli] 
404097 

LIB3434-065-P1-K1-C4 

BLASTX 

g2642159 

427 

4.0e-42 

95 

82 

(AC003000) putative mannose-l-phosphate guanyltrarrsf erase 
[Arabidopsis thaliana] >gi_3598958 (AF076484) GDP-mannose 
pyrophosphorylase [Arabidopsis thaliana] >gi_4151925 
(AF108660) CYT1 protein [Arabidopsis thaliana] 

404098 

LIB3434-065-P1-K1-C5 

BLASTX 

g232031 

409 

6.0e-40 

106 

77 

ELONGATION FACTOR 1-BETA* (EF-1-BETA 1 ) 

>gi_322851_pir S29224 translation elongation factor eEF-1 

beta' chain - rice >gi_218161_dbj_BAA02253_ (D12821) 
elongation factor 1 beta 1 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404099 

LIB3434-065-P1-K1-C6 

BLASTN 

gl815625 

172 

4.0e-92 

196 

97 

Oryza sativa metallothionein-like type 1 (OsMT-1) 
complete cds 



iriRNA, 



52024 



Seq. No, 


404100 


Seq. ID 


LIB3434-065-P1-K1-C7 


Method 


BLASTX 


NCBI GI 


g3298474 


BLAST score 


477 


E value 


5.0e-48 


Match length 


112 


% identity 


87 


NCBI Description 


(AB012765) ovpl [Oryza sativa] 


Seq* No. 


404101 


Seq. ID 


LIB3434-065-P1-K1-C9 


Method 


BLASTX 


NCBI GI 


g2117355 


BLAST score 


207 


E value 


3.0e-16 


Match length 


80 


% identity 


50 


NCBI Description 


mitochondrial processing pepti> 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



e (EC 3.4.99.41) alpha-II 
chain precursor - potato >gi_587562_emb_CAA56520_ (X80236) 
mitochondrial processing peptidase [Solanum tuberosum] 

404102 

LIB3434-065-P1-K1-D1 

BLASTX 

gl00726 

400 

4.0e-39 

118 

70 

aspartate transaminase (EC 2.6.1.1) AAT1 precursor - proso 
millet >gi_20597_emb_CAA45022_ (X63428) aspartate 
aminotransferase [Panicum miliaceum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404103 

LIB3434-065-P1-K1-D10 - 

BLASTX 

gl709620 

272 

6.0e-24 

83 
69 

PROTEIN DISULFIDE ISOMERASE PRECURSOR (PDI) >gi_508975 
(U11496) protein disulfide isomerase [Triticum aestivum] 

>gi_1094851_prf 2106410A protein disulfide isomerase 

[Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404104 

LIB3434-065-P1-K1-D2 

BLASTX 

g2947060 

413 

2.0e-40 

120 

68 

(AC002521) putative membrane protein [Arabidopsis thaliana] 



52025 



Seq. No. 


404105 


Seq. ID 


LIB3434-065-P1-K1-D3 


Method 


BLASTX 


NCBI GI 


g3334739 


BLAST score 


369 


E value 


2.0e-38 


Match length 


117 


% identity 


71 


NCBI Description 


(AJ005892) JM23 [Homo sapiens] 


Seq. No. 


404106 


Seq. ID 


LIB3434-065-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


g4206765 


BLAST score 


175 


E value 


1.0e-12 


Match length 


77 


% identity 


51 


NCBI Description 


(AF104329) putative type 1 membrane 




thaliana] 


Seq. No. 


404107 


Seq. ID 


LIB3434-065-P1-K1-D5 


Method 


BLASTN 


NCBI GI 


g415314 


BLAST score 


133 


E value 


1.0e-68 


Match length 


196 


% identity 


92 


NCBI Description 


Rice mRNA for NADP dependent malic < 


Seq. No. 


404108 


Seq. ID 


LIB3434-065-P1-K1-D7 


Method 


BLASTX 


NCBI GI 


g5106775 


BLAST score 


157 


E value 


3.0e-13 


Match length 


125 


% identity 


46 


NCBI Description 


(AF067732) ribosomal protein S12 [H< 


Seq. No. 


404109 


Seq. ID 


LIB3434-065-P1-K1-D8 


Method 


BLASTX 


NCBI GI 


gl!74870 


BLAST score 


192 


E value 


2.0e-14 


Match length 


61 


% identity 


62 



NCBI Description 



UBIQUINOL-CYTOCHROME C REDUCTASE COMPLEX 8 . 0 KD PROTEIN 
>gi_633685_emb_CAA55861_ (X79274) ubiquinol — cytochrome c 
reductase [Solanum tuberosum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



404110 

LIB3434-065-P1-K1-D9 

BLASTX 

g542175 



52026 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



699 

5.0e-74 

132 

92 

endoxyloglucan transferase - wheat >gi_469511_dbj_BAA03924_ 
(D16457) endo-xyloglucan transferase [Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404111 

LIB3434-065-P1-KI-E1 

BLASTX 

g730526 

219 

2.0e-20 

101 

58 

60S RIBOSOMAL PROTEIN L13 (BBC1 PROTEIN HOMOLOG) 

>gi_480787_pir S37271 ribosomal protein L13 - Arabidopsis 

thaliana >gi_404166_emb_CAA53005_ (X75162) BBC1 protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404112 

LIB3434-065-P1-K1-E10 

BLASTX 

g3789948 

576 

1.0e-59 

115 

97 

(AF094773) translation initiation factor 5A [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404113 

LIB3434-065-P1-K1-E11 

BLASTX 

g2160692 

528 

6.0e-54 

131 

76 

(U73527) B f regulatory subunit of PP2A [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404114 

LIB3434-065-P1-K1-E12 

BLASTX 

g3445204 

306 

9.0e-28 

109 

58 

(AC004786) 
thaliana] 



putative GTP-binding protein [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



404115 

LIB3434-065-P1-K1-E2 

BLASTX 

gl705629 

303 



52027 



E value 
Match length 
% identity 
NCBI Description 



1.0e-45 

112 

81 

CATALASE ISOZYME B (CAT-B) >gi_516839_dbj_BAA054 94_ 
(D26484) catalase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404116 

LIB3434-065-P1-K1-E8 

BLASTX 

g2827544 

468 

6.0e-47 

123 
73 

(AL021635) HSP associated protein like [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404117 

LIB3434-065-P1-K1-E9 

BLASTX 

g2827544 

276 

2.0e-24 

106 

53 

(AL021635) HSP associated protein like [Arabidopsis 
thaliana] 

404118 

LIB3434-065-P1-K1-F10 

BLASTX 

g4006875 

282 

4.0e-25 

121 

57 

(Z99707) putative protein [Arabidopsis thaliana] 
404119 

LIB3434-065-P1-K1-F11 

BLASTX 

g4567255 

372 

3.0e-39 

113 

75 

(AC007070) hypothetical protein [Arabidopsis thaliana] 
404120 

LIB3434-065-P1-K1-F12 

BLASTX 

g3142331 

178 

9.0e-13 

115 

41 

(U97327) calcyclin binding protein [Mus musculus] 



52028 



• 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Descriptipn 



404121 

LIB3434-065-P1-K1-F6 

BLASTX 

g3132472 

157 

3.0e-10 

53 
57 

(AC003096) unknown protein [Arabidopsis thaliana] 
404122 

LIB3434-065-P1-K1-F8 

BLASTX 

g4220481 

279 

9.0e-25 

113 
51 

(AC006069) unknown protein [Arabidopsis thaliana] 
404123 

LIB3434-065-P1-K1-F9 

BLASTX 

gl21343 

331 -V* 

8.0e-31 

72 

92 

GLUTAMINE SYNTHETASE SHOOT ISOZYME, CHLOROPLAST PRECURSOR 
( GLUTAMATE — AMMONIA LIGASE) (CLONE LAMBDA-GS31) 
>qi 68598 pir AJRZQD glutamate — ammonia ligase (EC 
6.3.1.2) delta precursor, chloroplast - rice 
>gi_20370_emb_CAA32462_ (X14246) precursor chloroplastic 
glutamine synthetase {AA -46 to 382) [Oryza sativa] 

404124 

LIB3434-065-P1-K1-G10 

BLASTX 

g4929767 

226 

2.0e-18 

93 

49 

(AF151907) CGI-149 protein [Homo sapiens] 
404125 

LIB3434-065-P1-K1-G11 

BLASTX 

g4455364 

285 

2.0e-25 

102 
53 

(AL035524) senescence-associated protein-like [Arabidopsis 
thaliana] 



52029 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404126 

LIB3434-065-P1-K1-G4 

BLASTX 

g585661 

330 

1.0e-30 

77 

86 

PEROXIDASE PRECURSOR >gi_287 4 01_dbj_BAA03644_ (D14997) 
peroxidase [Oryza sativa] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404127 

LIB3434-065-P1-K1-G7 

BLASTX 

g585450 

269 

5.0e-28 

110 

58 

MALATE OXIDOREDUCTASE [NAD] 65 KD ISOFORM, MITOCHONDRIAL 
PRECURSOR (MALIC ENZYME) (ME) (NAD-DEPENDENT MALIC ENZYME) 

(NAD-ME) >gi_1076271_pir A49983 malate dehydrogenase 

(decarboxylating) (EC 1.1.1.39) precursor, mitochondrial - 
prince's feather >gi_437104 (U01162) C4 photosynthetic 
NAD-dependent malic enzyme subunit alpha precursor 
[Amaranthus hypochondriacus] 

404128 

LIB3434-065-P1-K1-G9 

BLASTX 

g2880042 

221 

7.0e-18 

57 

65 

(AC002340) putative 3-hydroxyisobutyryl-coenzyme A 
hydrolase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404129 

LIB3434-065-P1-K1-H1 

BLASTX 

g4006918 

214 

1.0e-22 

122 

55 

(Z99708) peroxidase like protein [Arabidopsis thaliana] 
404130 

LIB3434-065-P1-K1-H10 

BLASTX 

g4680212 

180 

4.0e-13 

41 

78 

(AF114171) hypothetical protein [Sorghum bicolor] 



52030 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404131 

LIB3434-065-P1-K1-H11 

BLASTX 

g283008 

784 

2.0e-90 

169 

97 

sucrose 
>gi_203 
sativa] 



synthase {EC 2. '4. 1.13) - rice 
66 emb CAA46017 (X64770) sucrose synthase [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404132 

LIB3434-065-P1-K1-H12 

BLASTX 

g5080825 

223 

2.0e-18 

76 
58 

(AC007258) 
thaliana] 



Putative Aldo/keto reductase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404133 

LIB3434-065-P1-K1-H2 

BLASTX 

g2109293 

160 

3.0e-16 

123 
50 

(U97568) serine/threonine protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404134 

LIB3434-065-P1-K1-H5 

BLASTX 

gl706328 

221 

4.0e-18 

51 

90 

PYRUVATE DECARBOXYLASE 
pyruvate decarboxylase 



ISOZYME 2 (PDC) >gi_1009710 (U27350) 
2 [Oryza sativa] >gi_1777455 



(U38199) pyruvate decarboxylase 2 [Oryza sativa] 
404135 

LIB3434-065-P1-K1-H6 

BLASTX 

g2431769 

259 

2.0e-22 

110 

53 

(U62752) acidic ribosomal protein Pla [Zea mays] 



52031 



Seq. No. 


404136 


Seq. ID 


LIB3434-065-P1-K1-H8 


Method 


BLASTX 


NCBI GI 


g4335761 


BLAST score 


214 


E value 


4.0e-17 


Match length 


139 


% identity 


36 


NCBI Description 


(AC006284) unknown protein [Arabidopsis thaliana] 


Seq. No. 


404137 


Seq. ID 


LIB34 74-00 1-P1-K1-A10 


Method 


BLASTX 


NCBI GI 


g2407281 


BLAST score 


721 


E value 


2.0e-76 


Match length 


140 


% identity 


96 


NCBI Description 


(AF017363) ribulose 1, 5-bisphosphate carboxylase small 




subunit [Oryza sativa] 


Seq. No. 


404138 


Seq. ID 


LIB3474-001-P1-K1-A3 


Method 


BLASTX 


NCBI GI 


gll22317 


BLAST score 


291 


E value 


4.0e-26 


Match length 


120 


% identity 


56 


NCBI Description 


(X94193) heat shock protein 17.9 [Pennisetum glaucum] 


Seq. No. 


404139 


Seq. ID 


LIB3474-001-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


g3402713 


BLAST score 


479 


E value 


4.0e-48 


Match length 


143 


% identity 


65 


NCBI Description 


(AC004261) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


404140 


Seq. ID 


LIB3474-001-P1-K1-A5 


Method 


BLASTX 


NCBI GI 


g2662310 


BLAST score 


346 


E value 


7.0e-33 


Match length 


77 


% identity 


87 


NCBI Description 


(AB009307) bpwl [Hordeum vulgare] 


Seq. No. 


404141 


Seq. ID 


LIB3474-001-P1-K1-A7 


Method 


BLASTX 


NCBI GI 


g2245000 


BLAST score 


225 


E value 


2.0e-18 



52032 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



145 
40 

(Z97341) LET1 like protein [Arabidopsis thaliana] 
404142 

LIB3474-001-P1-K1-A8 

BLASTX 

g733454 

417 

7.0e-41 

101 
79 

(U23188) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 

404143 

LIB3474-001-P1-K1-A9 

BLASTX 

g2809238 

275 

3.0e-24 

83 

57 

(AC002560) F21B7.7 [Arabidopsis thaliana] 
404144 

LIB347 4-001-P1-K1-B12 

BLASTX 

gl346840 

689 

9.0e-73 

130 

100 

PHOTOSYSTEM Q (B) PROTEIN (32 KD THYLAKOID MEMBRANE PROTEIN) 

(PHOTOSYSTEM II PROTEIN Dl) >gi_1363615__pir S58531 

photosystem II protein Dl - maize chloroplast 
>gi_902201_emb_CAA60265_ (X86563) PSII 32 KDa protein [Zea 
mays] 

404145 

LIB3474-001-P1-K1-B2 

BLASTX 

gll3178 

153 

2.0e-14 

116 

35 

AC YL AM I NO -AC ID- RE LEAS I NG ENZYME (ACYL-PEPTIDE HYDROLASE) 

(APH) (ACYLAMINOACYL-PEPTIDASE) >gi__91923_pir S07624 

acylaminoacyl-peptidase {EC 3.4.19.1) - rat >gi_202932 
(J04733) acyl-peptide hydrolase [Rattus norvegicus] 

404146 

LIB3474-001-P1-K1-B3 

BLASTX 

g549092 

411 



52033 



E value 
Match length 
% identity 
NCBI Description 



4.0e-40 

150 

54 

PHOSPHATIDYLINOSITOL 3-KINASE TOR2 (PI3-KINASE) 

( PTDINS-3-KINASE ) (PI3K) >gi_539374__pir S38040 

protein - yeast (Saccharomyces cerevisiae) 
>gi_486361_emb_CAA82048_ (Z28203) ORF YKL203c 
[Saccharomyces cerevisiae] 



TOR2 



Seq. No. 


404147 


Seq. ID 


LIB3474-001-P1-K1-B5 


Method 


BLASTX 


NCBI GI 


g3478700 


BLAST score 


153 


E value 


6.0e-10 


Match length 


41 


% identity 


68 


NCBI Description 


(AF034387) AFT protein 


Seq. No. 


404148 


Seq. ID 


LIB3474-001-P1-K1-B7 


Method 


BLASTX 


NCBI GI 


gl708191 


BLAST score 


386 


E value 


2.0e-37 


Match length 


124 


% identity 


61 


NCBI Description 


HEXOSE CARRIER PROTEIN 



(L08188) hexose 



carrier protein [Ricinus communis] 



Seq. No. 


404149 


Seq. ID 


LIB3474-001-P1-K1-B9 


Method 


BLASTX 


NCBI GI 


g4678338 


BLAST score 


364 


E value 


1.0e-34 


Match length 


111 


% identity 


64 


NCBI Description 


(AL049658) putative protein 


Seq. No. 


404150 


Seq. ID 


LIB3474-001-P1-K1-C2 


Method 


BLASTX 


NCBI GI 


g2501190 


BLAST score 


226 


E value 


2.0e-18 


Match length 


64 


% identity 


75 


NCBI Description 


THIAMINE BIOSYNTHETIC ENZYME 



1-2 PRECURSOR 

>gi_2130147_pir S61420 thiamine biosynthetic enzyme thil-2 

- maize >gi_596080 (U17351) thiamine biosynthetic enzyme 
[Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



404151 

LIB3474-001-P1-K1-C3 

BLASTX 

g3618316 



52034 





ft 


BLAST score 


199 


E value 


3.0e-15 


Match length 


48 


% identity 


71 


NCBI Description 


(AB001886) 2 




finger protein [Oryza sativa] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404152 

LIB3474-001-P1-K1-C6 

BLASTX 

gll84774 

634 

3.0e-66 

130 
92 

(U45856) cytosolic glyceroldehyde-3-phosphate dehydrogenase 
GAPC3 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404153 

LIB3474-001-P1-K1-C7 

BLASTX 

g!28388 

193 

7.0e-15 

62 

61 

NONSPECIFIC LIPID-TRANSFER PROTEIN PRECURSOR (LTP) 
(PHOSPHOLIPID TRANSFER PROTEIN) (PLTP) 

>gi_82711_pir A31779 phospholipid transfer protein 9C2 

precursor - maize >gi__168576 (J04176) phospholipid transfer 
protein precursor [Zea mays] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404154 

LIB3474-001-P1-K1-C8 

BLASTX 

g3789952 

664 

8.0e-70 

132 

98 

(AF094775) chlorophyll a/b-binding protein presursor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404155 

LIB3474-001-P1-K1-D1 

BLASTX 

g2674203 

629 

9.0e-66 

133 

95 

(AF036328) CLP protease regulatory subunit CLPX 
[Arabidopsis thaliana] 



Seq. No 
Seq. ID 
Method 
NCBI GI 



404156 

LIB3474-001-P1-K1-D10 

BLASTX 

g283012 



52035 



BLAST score 


393 


E value 


3.0e-38 


Match length 


75 


% identity 


97 


NCBI Description 


ribulose 



sphosphate carboxylase (EC 4.1.1.39) large chain 
- rice chloroplast >gi_11955_emb_CAA28475_ (X04789) 
ribulose-l f 5-bisphosphate carboxylase (AA 1 - 477) [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404157 

LIB3474-001-P1-K1-D11 

BLASTX 

g3913018 

407 

3.0e-57 

122 
99 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 
(ALDP) >gi_218155_dbj_BAA02730_ (D13513) chloroplastic 
aldolase [Oryza sativa] 



Seq. No. 


404158 


Seq. ID 


LIB3474-001-P1-K1-D2 


Method 


BLASTX 


NCBI GI 


g3123271 


BLAST score 


285 


E value 


8.0e-36 


Match length 


81 


% identity 


96 


NCBI Description 


4 OS RIBOSOMAL PROTEIN S6 




ribosomal protein S6 [Ar; 


Seq. No. 


404159 


Seq. ID 


LIB3474-001-P1-K1-D3 


Method 


BLASTX 


NCBI GI 


g2224901 


BLAST score 


219 


E value 


1.0e-17 


Match length 


56 


% identity 


70 


NCBI Description 


(U67134) PcMYBl protein 


Seq* No. 


404160 


Seq. ID 


LIB3474-001-P1-K1-D5 


Method 


BLASTX 


NCBI GI 


g400803 


BLAST score 


653 


E value 


1.0e-68 


Match length 


136 


% identity 


89 


NCBI Description 


2, 3 -BIS PHOSPHOGLYCERATE-! 



(Y14052) 



(PHOSPHOGLYCEROMUTASE) (BPG-INDEPENDENT PGAM) (PGAM-I) 

>gi_283033_pir A42807 phosphoglycerate mutase (EC 

5.4.2.1), 2, 3-bisphosphoglycerate-independent - maize 
>gi_168588 (M80912) 2, 3-bisphosphoglycerate-independent 
phosphoglycerate mutase [Zea mays] 



52036 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404161 

LIB3474-001-P1-K1-D7 

BLASTX 

g3980415 

330 

9.0e-31 

107 

59 

(AC004561) putative tfopinone reductase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404162 

LIB3474-001-P1-K1-D8 

BLASTN 

g5852170 

86 

2.0e-40 

165 

88 

Oryza sativa indica{GLA4) genomic DNA, 
clone:tl7804 



chromosome 4, BAC 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404163 

LIB3474-001-P1-K1-E1 
BLASTX 
g320618 
632 

5.0e-66 
139 
88 

chlorophyll a/b-binding protein I 
>gi_218172_dbjJBAA00536_ (D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



precursor - rice 

type I light-harvesting 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404164 

LIB3474-001-P1-K1-E11 

BLASTX 

g730456 

677 

2.0e-71 

128 

100 

4 OS RIBOSOMAL PROTEIN SI 9 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404165 

LIB3474-001-P1-K1-E12 

BLASTX 

g730580 

608 

3.0e-63 

123 
99 

60S ACIDIC RIBOSOMAL PROTEIN P0 >gi_455401_dbj_BAA04 668_ 
(D21130) acidic ribosomal protein P0 [Oryza sativa] 



52037 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404166 

LIB3474-001-P1-K1-E3 

BLASTX 

g3367534 

622 

6.0e-65 

149 

78 

(AC004392) Strong similarity to coatamer alpha subunit 
(HEPCOP) homolog gb_U24105 from Homo sapiens. [Arabidopsis 
thaliana] 



Seq. No. 


404167 


Seq. ID 


LIB3474-001-P1-K1-E4 




BLASTX 


NCBI GI 


g2072725 


BLAST score 


177 


E value 


8.0e-13 


Match length 


42 


% identity 


71 


NCBI Description 


(Y12594) Fd-GOGAT protein [Oryza sativa] 


Seq. No. 


404168 


Seq. ID 


LIB3474-001-P1-K1-E5 


Method 


BLASTX 


NCBI GI 


g4467099 


BLAST score 


534 


E value 


1.0e-54 


Match length 


131 


% identity 


84 


NCBI Description 


(AL035538) glycine hydroxymethyl transferase 




[Arabidopsis thaliana] 


Seq. No. 


404169 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3474-001-P1-K1-E6 

BLASTX 

g82080 

255 

3.0e-22 

82 
65 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404170 

LIB3474-001-P1-K1-E9 

BLASTX 

g3036796 

197 

4.0e-15 

83 
47 

(AL022373) putative protein [Arabidopsis thaliana] 
>gi_3805858_emb_CAA21478.1_ (AL031986) putative protein 
[Arabidopsis thaliana] 



52038 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404171 

LIB3474-001-P1-K1-F1 

BLASTX 

g5912299 

521 

7.0e-77 

149 

92 

(AJ133787) gigantea homologue [Oryza sativa] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404172 

LIB3474-001-P1-K1-F12 

BLASTX 

g4097547 

201 

2.0e-15 

68 

59 

(U64906) ATFP3 [Arabidopsis thaliana] 
404173 

LIB3474-001-P1-K1-F3 

BLASTX 

g2499347 

156 

3.Ge-10 

86 
47 

DIAMINOPIMELATE DECARBOXYLASE {DAP DECARBOXYLASE) 
>gi_1929094_emb_CAA72943__ (Y12268) LysA protein 
[Pseudomonas f luorescens] 



Seq. No. 


404174 


Seq. ID 


LIB3474-001-P1-K1-F4 


Method 


BLASTX 


NCBI GI 


g5541710 


BLAST score 


151 


E value 


5.0e-10 


Match length 


31 


% identity 


81 


NCBI Description 


(AL096860) putative protein 


Seq. No. 


404175 


Seq. ID 


LIB3474-001-P1-K1-F5 


Method 


BLASTX 


NCBI GI 


g3152559 


BLAST score 


222 


E value 


4.0e-18 


Match length 


52 


% identity 


77 


NCBI Description 


(AC002986) Similarity to A. 




F21M12.20, gb_AC000132. EST 




[Arabidopsis thaliana] 


Seq. No. 


404176 


Seq. ID 


LIB3474-001-P1-K1-F7 


Method 


BLASTX 



thaliana gene product 
gb_Z25651 comes from this gene. 



52039 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g320618 
606 

6.0e-63 
131 
88 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ (D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



precursor - rice 
type I light-harvesting 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404177 

LIB3474-001-P1-K1-G1 

BLASTX 

g3202030 

295 

1.0e-26 

98 

62 

(AF069318) geranylgeranyl hydrogenase [Mesembryanthemum 
crystallinum] 



Seq. No. 


404178 


Seq. ID 


LIB3474-001-P1-K1-G10 


Method 


BLASTX 






BLAST score 


553 


E value 


8.0e-57 


Match length 


111 


% identity 


95 


NCBI Description 


(AJ012281) adenosine kinase [Zea mays] 


Seq. No. 


404179 


Seq. ID 


LIB3474-001-P1-K1-G11 


Method 


BLASTX 


NCBI GI 


gl710124 


BLAST score 


275 


E value 


3.0e-24 


Match length 


116 


% identity 


46 


NCBI Description 


(U62279) leucine-rich repeat-containing 




glycoprotein; contains six N-glycosylat: 




[Sorghum bicolor] 


Seq. No. 


404180 


Seq. ID 


LIB3474-001-P1-K1-G12 


Method 


BLASTX 


NCBI GI 


g4539400 


BLAST score 


370 


E value 


2.0e-35 


Match length 


140 


% identity 


54 


NCBI Description 


(AL035526) putative protein [Arabidopsi; 


Seq. No. 


404181 


Seq. ID 


LIB3474-001-P1-K1-G2 


Method 


BLASTX 



[NX(S/T) ] 



52040 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3367534 
148 

7.0e-23 

142 

53 

(AC004392) Strong similarity to coatamer alpha subunit 
(HEPCOP) homolog gb_U24105 from Homo sapiens. [Arabidopsis 
thaliana] 



Seq. No. 


404182 


Seq. ID 


LIB3474-001-P1-K1-G3 


Method 


BLASTX 


NCBI GI 


g3075391 


tsijAo i score 


±i? 0 


E value 


6.0e-15 


Match length 


133 


% identity 


39 


NCBI Description 


(AC004484) unknown proti 


Seq. No. 


404183 


Seq. ID 


LIB3474-001-P1-K1-G6 


Method 


BLASTX 


NCBI GI 


gll4009 


BLAST score 


157 


E value 


2.0e-10 


Match length 


61 


% identity 


48 


NCBI Description 


APAG PROTEIN >gi 72927 ] 



_pir BVECAG apaG protein - 

Escherichia coli >gi_40918_emb_CAA28418_ (X04711) 
(apaG) (AA 1-375) [Escherichia coli] 
>gi_216475_dbj_BAA01326_ (D10483) apaG protein 



URF 



[Escherichia 



coli] >gi_1786235 (AE000115) 
[Escherichia coli] 



orf, hypothetical protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404184 

LIB3474-001-P1-K1-G7 

BLASTX 

g5902707 

235 

1.0e-19 

64 

70 

ZEAXANTHIN EPOXIDASE PRECURSOR >gi__2129941_pir S69548 

zeaxanthin epoxidase precursor - curled-leaved tobacco 
>gi_1370274_emb_CAA65048_ (X95732) zeaxanthin epoxidase 
[Nicotiana plumbaginif olia] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404185 

LIB3474-001-P1-K1-H1 

BLASTX 

g3789952 

683 

5.0e-72 

136 
98 

(AF094775) 
sativa] 



chlorophyll a/b-binding protein presursor [Oryza 



52041 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404186 

LIB3474-001-P1-K1-H2 

BLASTX 

g4415940 

249 

4.0e-21 

103 
49 

(AC006418) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404187 

LIB3474-001-P1-K1-H3 

BLASTX 

g423988 

267 

3.0e-23 

143 

42 

serine/threonine kinase homolog PR025 - Arabidopsis 
thaliana >gi_166813 (L04999) serine threonine kinase 
[Arabidopsis thaliana] 



Octjt IN U • 




Seq. ID 


LIB3474-001-P1-K1-H4 


Method 


BLASTX 


NCBI GI 


gl617197 


BLAST score 


298 


E value 


6.0e-27 


Match length 


76 


% identity 


75 


NCBI Description 


(Z72488) CP12 [Nicotiana tabacum] 


Seq. No. 


404189 


Seq. ID 


LIB3474-001-P1-K1-H5 


Method 


BLASTX 


NCBI GI 


g4567284 


BLAST score 


251 


E value 


2.0e-21 


Match length 


91 


% identity 


58 


NCBI Description 


(AC006841) unknown protein [Arabidopsis 


Seq. No. 


404190 


Seq. ID 


LIB3474-001-P1-K1-H6 


Method 


BLASTX 


NCBI GI 


g871931 


BLAST score 


262 


E value 


2.0e-37 


Match length 


115 


% identity 


77 


NCBI Description 


(D30763) ferredoxin [Oryza sativa] 


Seq. No. 


404191 


Seq. ID 


LIB3474-001-P1-K1-H7 


Method 


BLASTX 


NCBI GI 


g3342802 



52042 



RLAST qrnrp 

UJUriU -L O W v^. 


500 


E value 


1.0e-50 


Match length 


117 


% identity 


85 


NCBI Description 


(AF061838) putative cytosolic 6-phosphogluconate 




dehydrogenase [Zea mays] 


Seq. No. 


404192 


Seq. ID 


LIB3474-001-P1-K1-H9 >~ 


Method 


BLASTX 


NCBI GI 


g3292831 




556 


E value 


3.0e-57 


Match length 


146 


% identity 


68 


NCBI Description 


(AL031018) putative serine/threonine kinase [Arabidc 




thaliana] 


Seq. No. 


404193 


Seq. ID 


LIB3474-002-P1-K1-A1 


Method 


BLASTX 




a2894534 


BLAST score 


499 


E value 


8.0e-51 


Match length 


106 


% identity 


92 


NCBI Description 


(AJ224327) aquaporin [Oryza sativa] 


Seq. No. 


404194 


Seq. ID 


LIB3474-002-P1-K1-A10 


Method 


BLASTN 


NCBI GI 


g2149018 


BLAST score 


62 


J—i V dJL LLC 


4 0e-26 


Match length 


139 


% identity 


94 


NCBI Description 


Oryza sativa putative ADP-glucose pyrophosphorylase 




SH2 and putative NADPH-dependent reductase Al genes, 




complete cds 


Seq. No. 


404195 


Seq. ID 


LIB3474-002-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


g82263 


BLAST score 


735 


E value 


3.0e-78 


Match length 


144 


% identity 


97 



NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



ubiquinol — cytochrome-c reductase (EC 1.10.2.2) cytochrome 
cl precursor (clone pC (1)311) - potato 

404196 

LIB3474-002-P1-K1-A2 

BLASTX , 

g549063 

312 

2.0e-52 



52043 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



109 
99 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

>gi_10724 64_pir A38958 IgE-dependent histamine-releasing 

factor homolog - rice >gi__303835_dbj_BAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 

404197 

LIB3474-002-P1-K1-A3 

BLASTX 

g4689380 

643 

2.0e-67 

126 

94 

(AF1394 65) LHCII type III chlorophyll a/b binding protein 
[Vigna radiata] 

404198 

LIB3474-002-P1-K1-A6 

BLASTX 

g548603 

192 

5.0e-25 

113 

61 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 
(PHOTOSYSTEM I 20 KD SUBUNIT) (PSI-D) 

>gi_478404_pir JQ2247 photosystem I chain D precursor - 

barley >gi_167085 (M98254) PSI-D subunit [Hordeum vulgare] 

404199 

LIB3474-002-P1-K1-A7 

BLASTX 

g710308 

621 

8.0e-65 

136 

86 

(U11693) victorin binding protein [Avena sativa] 
404200 

LIB3474-002-P1-K1-A8 

BLASTX 

g2961380 

275 

3.0e-24 

146 

38 

(AL022141) putative protein [Arabidopsis thaliana] 
404201 

LIB3474-002-P1-K1-A9 

BLASTX 

g3913018 

177 

4.0e-17 



52044 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI ' 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



95 
60 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 
(ALDP) >gi_218155_dbj_BAA02730_ (D13513) chloroplastic 
aldolase [Oryza sativa] 

404202 

LIB3474-002-P1-K1-B1 

BLASTX 

g82080 

336 

2.0e-31 

95 

69 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 

404203 

LIB3474-002-P1-K1-B11 

BLASTX 

g4586107 

296 

8.0e-27 

103 

16 

(AL049638) putative disease resistance protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404204 

LIB3474-002-P1-K1-B2 

BLASTX 

g548603 

386 

3.0e-37 

116 

69 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 
(PHOTOSYSTEM I 20 KD SUBUNIT) (PSI-D) 

>gi__4784 04_pir JQ2247 photosystem I chain D precursor - 

barley >gi 167085 (M98254) PSI-D subunit [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404205 

LIB3474-002-P1-K1-B3 

BLASTX 

g!362086 

699 

6.0e-74 

139 

94 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_2129919_pir S65957 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_886471_emb_CAA58474_ (X83499) methionine synthase 
[Catharanthus roseus] 



52045 



Seq. No. 


404206 


Seq. ID 


LIB3474-002-P1-K1-B4 


Method 


BLASTX 


NCBI GI 


g4938503 


BLAST score 


276 


E value 


2.0e-24 


Match length 


104 


% identity 


33 


NCBI Description 


(AL078465) hnRNP-like protein [Arabidopsis thaliana] 


Seq. No. 


404207 


Seq. ID 


LIB3474-002-P1-K1-B5 


Method 


BLASTN 


NCBI GI 


g6063530 


BLAST score 


194 


E value 


1.0e-105 


Match length 


447 


% identity 


75 


NCBI Description 


Oryza sativa genomic DNA, chromosome 3, clone : P0043E01 


Seq. No. 


404208 


Seq. ID 


LIB3474-002-P1-K1-B6 


Method 


BLASTX 


NCBI GI 


g3075488 


BLAST score 


598 


E value 


2.0e-67 


Match length 


133 


% identity 


99 


NCBI Description 


(AF058796) chlorophyll a/b-binding protein [Oryza sativa 


Seq. No. 


404209 


Seq. ID 


LIB3474-002-P1-K1-B7 


Method 


BLASTN 


NCBI GI 


g5441876 


BLAST score 


66 


E value 


1.0e-28 


Match length 


228 


% identity 


86 


NCBI Description 


Oryza sativa genomic DNA, chromosome 2, clone: P0437H03 




(contig b) 


Seq. No. 


404210 


Seq. ID 


LIB3474-002-P1-K1-C1 


Method 


BLASTX 


NCBI GI 


g!170029 


BLAST score 


426 


E value 


6.0e-42 


Match length 


88 


% identity 


92 


NCBI Description 


GLUTAMATE-1 -SEMI ALDEHYDE 2, 1-AMINOMUTASE PRECURSOR (GSA) 




(GLUTAMATE-1 -SEMI ALDEHYDE AMINOTRANSFERASE) ( GSA- AT ) 




>gi 100581 pir A35789 glutamate-l-semialdehyde 




2, 1-aminomutase {EC 5.4.3.8) - barley >gi_506383 (M31545 




glutamate 1- semi aldehyde aminotransferase [Hordeuia vulga: 



Seq. No. 404211 



52046 



Seq. ID 


LIB3474-002-P1-K1-C10 




Method 


BLASTX 




NCBI GI 


g4454006 




BLAST score 


183 




E value 


2.0e-13 




Match length 


76 




% identity 


50 




NCBI Description 


(AL035396) hypothetical protein 


[Arabidopsis thaliana] 


Seq. No. 


404212 




Seq. ID 


LIB3474-002-P1-K1-C11 




Method 


BLASTX 




NCBI GI 


g3913018 




BLAST score 


515 




E value 


2.0e-52 




Match length 


107 




% identity 


97 




NCBI Description 


FRUCTOSE-BISPHOSPHATE ALDOLASE, 


CHLOROPLAST PRECURSOR 



(ALDP) >gi_218155_dbj_BAA02730_ (D13513) chloroplastic 
aldolase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404213 

LIB3474-002-P1-K1-C12 

BLASTX 

g4335756 

275 

3.0e-24 

113 

49 

(AC006284) putative ankyrin [Arabidopsis thaliana] 
404214 

LIB3474-002-P1-K1-C4 

BLASTN 

gl304214 

382 

0.0e+00 

404 

99 

Rice mRNA for precursor of 22 kDa protein of photosystem II 
(PSII-S), complete cds 

404215 

LIB3474-002-P1-K1-C5 

BLASTX 

g5911326 

377 

3.0e-36 

137 

55 

(AF108387) transporter associated with antigen processing 1 
[ Het er odont us f r anci s ci ] 



Seq. No. 404216 

Seq. ID LIB3474-002-P1-K1-C6 

Method BLASTX 

NCBI GI gl698670 



52047 



BLAST score 


275 


E value 


3.0e-24 


Match length 


126 


% identity 


40 


NCBI Description 


(U66241) S-like RNase [Zea mays] 


Seq. No. 


404217 


Seq. ID 


LIB3474-002-P1-K1-C7' 


Method 


BLASTX 


NCBI GI 


g4929725 


BLAST score 


171 


E value 


5.0e-12 


Match length 


99 


% identity 


34 


NCBI Description 


(AF151886) CGI-128 protein [Homo sapiens] 


Seq. No. 


404218 


Seq. ID 


LIB347 4-002-P1-K1-C9 


Method 


BLASTX 


NCBI GI 


g3914603 


BLAST score 


646 


E value 


9.0e-68 


Match length 


124 


% identity 


100 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE 



CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) >gi_1778414 
(U74321) ribulose-1, 5-bisphosphate carboxylase/oxygenase 
activase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404219 

LIB3474-002-P1-K1-D2 

BLASTX 

gl21343 

778 

3.0e-83 

147 

100 

GLUTAMINE SYNTHETASE SHOOT ISOZYME, CHLOROPLAST PRECURSOR 
(GLUTAMATE— AMMONIA LIGASE) (CLONE LAMBDA-GS31) 

>gi_68598__pir AJRZQD glutamate — ammonia ligase (EC 

6.3.1.2) delta precursor, chloroplast - rice 
>gi_20370_emb_CAA32462_ (X14246) precursor chloroplastic 
glutamine synthetase (AA -46 to 382) [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



404220 

LIB3474-002-P1-K1-D6 

BLASTX 

g2911148 

660 

2.0e-69 

145 

87 

(AB005808) NADP-malic enzyme [Aloe arborescens] 
404221 

LIB3474-002-P1-K1-E11 
BLASTX 



52048 



NCBI GI 


g81601 


BLAST score 


357 


E value 


7.0e-34 


Match length 


120 


% identity 


66 


NCBI Description 


chaperonin 60 beta - Arabidopsis thaliana 


Seq. No. 


404222 


Seq. ID 


LIB3474-002-P1-K1-E12 


Method 


BLASTX 


NCBI GI 


g4056488 


BLAST score 


345 


E value 


2.0e-32 


Match length 


74 


% identity 


77 


NCBI Description 


(AC005896) unknown protein [Arabidopsis thai: 


Seq. No. 


404223 


Seq. ID 


LIB3474-002-P1-K1-E4 


Method 


BLASTX 


NCBI GI 


g21699 


BLAST score 


221 


E value 


7.0e-18 


Match length 


71 


% identity 


62 


NCBI Description 


(X66013) cathepsin B [Triticum aestivum] 


Seq. No. 


404224 


Seq. ID 


LIB3474-002-P1-K1-E5 


Method 


BLASTN 


NCBI GI 


g2739216 


BLAST score 


50 


E value 


4.0e-19 


Match length 


58 


% identity 


97 


NCBI Description 


Hordeum vulgare L41 ribosomal protein 


Seq. No. ~ 


404225 


Seq. ID 


LIB3474-002-P1-K1-E6 


Method 


BLASTX 


NCBI GI 


g5031281 


BLAST score 


310 


E value 


2.0e-28 


Match length 


90 


% identity 


66 


NCBI Description 


(AF139499) unknown [Prunus armeniaca] 


Seq. No. 


404226 


Seq. ID 


LIB3474-002-P1-K1-E7 


Method 


BLASTX 


NCBI GI 


g2129550 


BLAST score 


556 


E value 


3.0e-57 


Match length 


145 


% identity 


72 


NCBI Description 


calcium-dependent protein kinase (EC 2.7.1.- 



Arabidopsis thaliana >gi_2129554_pir S71901 



52049 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



calcium-dependent protein kinase 6 - Arabidopsis thaliana 
>gi_836940 (U20623) calcium-dependent protein kinase 
[Arabidopsis thaliana] >gi_836944 (U20625) 
calcium-dependent protein kinase [Arabidopsis thaliana] 
>gi_4 454034 _emb_CAA2 3031. 1_ (AL 035394) calci urn- depende n t 
protein kinase (CDPK6) [Arabidopsis thaliana] 

404227 

LIB3474-002-P1-K1-E8 

BLASTX 

g3193303 

312 

1.0e-28 

110 

55 

(AF069298) similar to several proteins containing a tandem 
repeat region such as Plasmodium falciparum GGM tandem 
repeat protein (GB:U27807); partial CDS [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404228 

LIB3474-002-P1-K1-F1 

BLASTN 

g218171 

352 

0.0e+00 

368 

99 

Oryza sativa mRNA for type I light-harvesting chlorophyll 
a/b binding protein of photosystem II (LHCPII), complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404229 

LIB3474-002-P1-K1-F11 

BLASTX 

g5734634 

320 

2.0e-29 

95 

60 

(AP000391) Similar to putative lipase (AC006232) [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404230 

LIB3474-002-P1-K1-F12 

BLASTN 

g5852170 

251 

1.0e-139 

338 

99 

Oryza sativa indica(GLA4) 
clone:t!7804 



genomic DNA, chromosome 4, BAC 



Seq. No. 
Seq. ID 
Method 



404231 

LIB3474- 

BLASTX 



002-P1-K1-F2 



52050 



€1 



NCBI GI 


g3252856 


BLAST score 


560 


E value 


7.0e-58 


Match length 


109 


% identity 


92 


NCBI Description 


(AF020425) glutamate decarboxyla; 




tabacum] 


Seq. No. 


404232 


Seq. ID 


LIB3474-002-P1-K1-F4 


Method 


BLASTX 


NCBI GI 


g2088648 


BLAST score 


173 


E value 


3.0e-12 


Match length 


48 


% identity 


65 


NCBI Description 


(AF002109) hypothetical protein 


Seq. No. 


404233 


Seq. ID 


LIB3474-002-P1-K1-F5 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


37 


E value 


3.0e-ll 


Match length 


37 


% identity 


100 


NCBI Description 


Homo sapiens PEX1 mRNA, complete 


Seq. No. 


404234 


Seq. ID 


LIB3474-002-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


gl31773 


BLAST score 


217 


TT 1 np 


5 . 0e-18 


Match length 


52 


% identity 


85 


NCBI Description 


40S RIBOSOMAL PROTEIN S14 (CLONE 




>gi_82724_pir B30097 ribosomal ] 




maize 


Seq. No. 


404235 


Seq. ID 


LIB3474-002-P1-K1-F7 


Method 


BLASTX 


NCBI GI 


g5734747 


BLAST score 


225 


E value 


1.0e-18 


Match length 


71 


% identity 


59 


NCBI Description 


(AC007651) Hypothetical protein 


Seq. No. 


404236 


Seq. ID 


LIB3474-002-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


g5042435 


BLAST score 


467 


E value 


8.0e-47 


Match length 


118 



1 [Nicotiana 



(clone MCH2) 



52051 



BLAST score 


562 


E value 


5.0e-58 


Match length 


109 


% identity 


100 


NCBI Description 


RIBULOSE 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CHLOROPLAST PRECURSOR (RUBISCO ACT I VASE) >gi_1778414 
(U74321) ribulose-1, 5-bisphosphate carboxylase/oxygenase 
activase [Oryza sativa] 

404242 

LIB3474-002-P1-K1-G6 

BLASTX 

g2529663 

360 

3.0e-34 

100 
67 

(AC002535 
thaliana] 



putative lysophospholipase [Arabidopsis 
>gi_3738277 (AC005309) putative lysophospholipase 



[Arabidopsis thaliana] 
404243 

LIB3474-002-P1-K1-G9 

BLASTX 

g6063542 

651 

2.0e-68 

129 

100 

(AP000615) EST C74302 (E30840) corresponds to a region of 
the predicted gene.; similar to glyceraldehyde-3-phosphate 
dehydrogenase. (M64118) [Oryza sativa] 



Seq. No. 


404244 


Seq. ID 


LIB3474-002-P1-K1-H1 


Method 


BLASTX 


NCBI GI 


g2072727 


BLAST score 


752 


E value 


3.0e-80 


Match length 


146 


% identity 


99 


NCBI Description 


(Y12595) Fd-GOGAT protein [Oryza sativa] 


Seq. No. 


404245 


Seq. ID 


LIB3474-002-P1-K1-H10 


Method 


BLASTX 


NCBI GI 


gll5787 


BLAST score 


568 


E value 


1.0e-58 


Match length 


130 


% identity 


86 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR 



(LHCII TYPE I 

CAB-2) (LHCP) >gi_82461jpir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



52053 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



66 

(AC006193) Unknown protein [Arabidopsis thaliana] 
404237 

LIB3474-002-P1-K1-G11 

BLASTX 

g4263821 

160 

8.0e-ll 

58 

55 

(AC006067) hypothetical protein [Arabidopsis thaliana] 



404238 

LIB3474-002-P1-K1-G12 

BLASTX 

gll4122 

423 

1.0e-41 

106 

70 

ADP-RIBOSYLATION FACTOR 
ADP-ribosylation factor 



>gi_423228_pir A45422 

- bovine >gi_2137127_pir JC4946 

ADP-ribosylation factor type 2 - mouse >gi_162682 (J03794) 
ADP-ribosylation factor protein [Bos taurus] >gi_163668 
(M88292) ADP-ribosylation factor 2 [Bos taurus] >gi__304249 
(M88287) ADP-ribosylation factor 2 [Bos taurus] >gi_438864 
(L12381) ADP-ribosylation factor 2 [Rattus norvegicus] 
>gi_1565209_dbj_BAA13491_ (D87899) ARF2 [Mus musculus] 

>gi_740260_prf 2004472B phospholipase D-activating factor 

[Bos taurus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



404239 

LIB3474-002-P1-K1-G3 

BLASTX 

g5106764 

429 

2.0e-42 

129 

72 

(AF073329) eukaryotic translation initiation factor 3 
subunit [Zea mays] 

404240 

LIB3474-002-P1-K1-G4 

BLASTX 

g4432846 

269 

1.0e-23 

120 
58 

(AC006283) unknown protein [Arabidopsis thaliana] 
404241 

LIB3474-002-P1-K1-G5 

BLASTX 

g3914603 



large 



52052 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



404246 

LIB347-4-002-P1-K1-H11 

BLASTX 

g4469021 

330 

1.0e-30 

89 

72 

(AL035602) hypothetical protein [Arabidopsis thaliana] 
404247 

LIB3474-002-P1-K1-H12 

BLASTX 

gl661160 

510 

6.0e-52 

109 

89 

(U74295) chlorophyll a/b binding protein [Oryza sativa] 
404248 

LIB3474-002-P1-K1-H2 

BLASTX 

g5926740 

707 

6.0e-75 

134 

100 

(AB025310) asparaginyl endopeptidase [Oryza sativa] 
404249 

LIB3474-002-P1-K1-H4 

BLASTX 

g3288821 

473 

2.0e-47 

115 

78 

(AF063901) alanine : glyoxylate aminotransferase; 
transaminase [Arabidopsis thaliana] 
>gi_4733989_gb__AAD28669.1_AC007209_5 (AC007209) 
alanine-glyoxylate aminotransferase [Arabidopsis thaliana] 

404250 

LIB3474-002-P1-K1-H6 

BLASTX 

g2190550 

372 

1.0e-35 

143 

53 

(AC001229) ESTs gb_T45673, gb_N37512 come from this gene. 
[Arabidopsis thaliana] 

404251 

LIB3474-002-P1-K1-H7 
BLASTX 



52054 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3075488 
599 

3.0e-62 

133 

86 

(AF058796) chlorophyll a/b-binding protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404252 

LIB3474-002-P1-K1-H9 

BLASTX 

g2632987 

154 

5.0e-10 

68 
47 

(Z99107) alternate gene name: yerS; similar to RNA 
methyltransf erase [Bacillus subtilis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404253 

LIB3474-003-P1-K1-A1 

BLASTX 

g4666287 

244 

5.0e-21 

66 
77 

(D85764) cytosolic monodehydroascorbate reductase [Oryza 
sativa] 



Seq. No. 


404254 


Seq. ID 


LIB3474-003-P1-K1-A10 


Method 


BLASTX 


NCBI GI 


g4531444 


BLAST score 


402 


E value 


3.0e-39 


Match length 


115 


% identity 


65 


NCBI Description 


(AC006224) putative protein 


Seq. No. 


404255 


Seq. ID 


LIB3474-003-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


g5714762 


BLAST score 


461 


E value 


3.0e-46 


Match length 


93 


% identity 


94 


NCBI Description 


(AF173881) serine/threonine 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



catalytic subunit [Oryza sativa subsp. indica] 
404256 

LIB3474-003-P1-K1-A5 

BLASTX 

gl888357 

332 

4.0e-31 
113 



52055 



% identity 


55 


NCBI Description 


(X98130) alpha-mannosidase [Arabidopsis thaliana] 




>gi_1890154_emb_CAA72432_ (Y117 67) alpha-mannosidase 




precursor [Arabidopsis thaliana] 


Seq. No. 


404257 


Seq. ID 


LIB3474-003-P1-K1-A6 


Method 


BLASTX 


NCBI GI 


g3786009 


BLAST score 


470 


E value 


1.0e-48 


Match length 


118 


% identity 


85 


NCBI Description 


(AC0054 99) unknown protein [Arabidopsis thaliana] 


Seq. No. 


404258 


Seq. ID 


LIB34 74-003-P1-K1-A7 


Method 


BLASTX 


NCBI GI 


g3746067 


BLAST score 


355 


E value 


8.0e-34 


Match length 


101 


% identity 


69 


NCBI Description 


(AC005311) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


404259 


Seq. ID 


LIB3474-003-P1-K1-B1 


Method 


BLASTX 


NCBI GI 


g4938501 


BLAST score 


166 


E value 


1.0e-ll 


Match length 


77 


% identity 


43 


NCBI Description 


(AL078465) putative protein [Arabidopsis thaliana] 


Seq. No. 


404260 


Seq. ID 


LIB3474-003-P1-K1-B10 


Method 


BLASTX 


NCBI GI 


g3122914 


BLAST score 


555 


E value 


4.0e-57 


Match length 


138 


% identity 


73 


NCBI Description 


VALYL-TRNA SYNTHETASE (VALINE — TRNA LIGASE) (VALRS) 




>gi_1890130_gb_AAB49704.1_ (U89986) valyl tRNA synthet. 




[Arabidopsis thaliana] 


Seq. No. 


404261 


Seq. ID 


LIB3474-003-P1-K1-B11 


Method 


BLASTX 


NCBI GI 


g4966357 


BLAST score 


380 


E value 


8.0e-37 


Match length 


94 


% identity 


77 


NCBI Description 


(AC006341) >F309.16 [Arabidopsis thaliana] 



52056 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404262 

LIB3474-003-P1-K1-B2 

BLASTX 

gll8564 

352 

5-0e-41 

102 
83 

GLYCERATE DEHYDROGENASE (NADH-DEPENDENT HYDROXYPYRUVATE 

REDUCTASE) (HPR) (GDH) >gi_65955_pir DEKVG glycerate 

dehydrogenase (EC 1.1.1.29) - cucumber 
>gi_18264_emb_CAA41434_ (X58542) NADH-dependent 
hydroxypyruvate reductase [Cucumis sativus] 
>gi_18275_emb_CAA32764_ (XI 4 609) NAPH-dependent 
hydroxypyruvate reductase (AA 1 - 382) [Cucumis sativus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404263 

LIB3474-003-P1-K1-B5 

BLASTX 

g4679028 

212 

6.0e-17 

71 
54 

(AF077207) HSPC021 [Homo sapiens] 
>gi_5106781_gb_AAD39841.1_ (AF083243) 
sapiens] 



HSPC025 [Homo 



Seq. No. 
Seq. ID 



404264 

LIB3474-003-P1-K1-B6 

BLASTX 

g3023816 

543 

8.0e-56 

105 

99 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 
>gi_968996 (U31676) glyceraldehyde-3-phosphate 
dehydrogenase [Oryza sativa] 

404265 

LIB3474-003-P1-K1-B8 

BLASTX 

gl32166 

160 

5.0e-ll 

31 

87 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE, 
CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) 

>gi__81660_pir S04048 ribulose-bisphosphate carboxylase 

activase precursor - Arabidopsis thaliana 
>gi_16471_emb_CAA32429_ (X14212) rubisco activase (AA 1 
473) [Arabidopsis thaliana] 

404266 

LIB3474-003-P1-K1-C10 



52057 





>^ 


Method 


BLASTX 


NCBI GI 


gll67955 


BLAST score 


385 


E value 


3.0e-37 


Match length 


in 


% identity 


67 


NCBI Description 


(U43497) putative 32.7 kDa jasmonate-induced protein 




[Hordeum vulgar e] >gi_2465428 (AF021257) 32 kDa protein 




[Hordeum vulgare] 


Seq. No. 


404267 


Seq. ID 


LIB3474-003-P1-K1-C11 


Method 


BLASTX 


NCBI GI 


gll36122 


nijAoi score 




E value 


1.0e-34 


Match length 


85 


% identity 


89 


NCBI Description 


(X91807) alfa-tubulin [Oryza sativa] 


Seq. No. 


404268 


Seq. ID 


LIB3474-003-P1-K1-C4 


Method 


BLASTX 


NCBI GI 


g2462750 


BLAST score 


346 


E value 


l . ue- 3Z 


Match length 


88 


% identity 


72 


NCBI Description 


(AC002292) Highly similar to auxin-induced protein 




(aldo/keto reductase family) [Arabidopsis thaliana] 


Seq. No. 


404269 


Seq. ID 


LIB3474-003-P1-K1-C5 


Method 


BLASTX 


NCBI GI 


g3885886 


oii/ioi score 


one 


E value 


3.0e-16 


Match length 


36 


% identity 


100 


NCBI Description 


(AF093631) Rieske Fe-S precursor protein [Oryza sativa] 


Seq. No. 


404270 


Seq. ID 


LIB3474-003-P1-K1-C7 


Method 


BLASTX 


NCBI GI 


g5080769 


DT 7\C""P <-1 <~i 

tsL/ioi score 




E value 


2.0e-ll 


Match length 


68 


% identity 


53 


NCBI Description 


(AC007576) Unknown protein [Arabidopsis thaliana] 


Seq. No. 


404271 


Seq. ID 


LIB3474-003-P1-K1-C8 


Method 


BLASTX 


NCBI GI 


g3914005 


BLAST score 


446 


E value 


2.0e-44 




52058 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



O 

105 
88 

MITOCHONDRIAL LON PROTEASE HOMOLOG 1 PRECURSOR >gi_181658 6 
(U85494) LON1 protease [Zea mays] 

404272 

LIB3474-003-P1-K1-C9 

BLASTX 

g2501189 

325 

3.0e-30 

95 

71 

THIAMINE BIOSYNTHETIC ENZYME 1-1 PRECURSOR 

>gi_2130146_pir S61419 thiamine biosynthetic enzyme thil-1 

- maize >gi_596078 (U17350) thiamine biosynthetic enzyme 
[Zea mays] 

404273 

LIB3474-003-P1-K1-D1 

BLASTX 

g4960154 

151 

7.0e-10 

65 
46 

(AF153283) putative progesterone-binding protein homolog 
[Arabidopsis thaliana] 

404274 

LIB3474-003-P1-K1-D10 

BLASTX 

gl25580 

283 

6.0e-40 

128 

73 

PHOSPHORIBULOKINASE PRECURSOR ( PHOSPHOPENTOKINASE) (PRKASE) 

(PRK) >gi_100839_pir S15743 phosphoribulokinase (EC 

2.7.1.19) - wheat >gi_5924 030_emb_CAB56544 . 1_ (X51608) 
phosphoribulokinase [Triticum aestivum] 

404275 

LIB3474-003-P1-K1-D12 

BLASTX 

g5926740 

309 

9.0e-29 

71 
86 

(AB025310) asparaginyl endopeptidase [Oryza sativa] 
404276 

LIB3474-003-P1-K1-D3 

BLASTX 

g5042161 

326 



52059 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-30 

102 

62 

(AL078620) hypothetical protein [Arabidopsis thaliana] 
404277 

LIB3474-003-P1-K1-D5 

BLASTX 

g4835765 

440 

1.0e-43 

125 
68 

(AC007202) Is a member of the PF_00171 aldehyde 
dehydrogenase family. ESTs gb_T21534, gb_N65241 and 
gb_AA395614 come from this gene. [Arabidopsis thaliana] 

404278 

LIB3474-003-P1-K1-D7 

BLASTX 

g 4544445 

224 

1.0e-24 

88 

66 

(AC006592) putative pyrophosphate — fructose 6-phosphate 
1-phosphotransf erase [Arabidopsis thaliana] 





Seq. No. 


404279 




Seq. ID 


LIB3474-003-P1-K1-D8 




Method 


BLASTX 




NCBI GI 


g2293480 




BLAST score 


472 


h"""D 


E value 


2.0e-47 




Match length 


95 


ZSXX, 


% identity 


96 




NCBI Description 


(AF011331) glycine-rich prot< 




Seq. No. 


404280 




Seq. ID 


LIB3474-003-P1-K1-E1 




Method 


BLASTX 




NCBI GI 


g99733 




BLAST score 


362 




E value 


1.0e-34 




Match length 


113 




% identity 


65 




NCBI Description 


hypothetical protein Hlflk - 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



Arabidopsis thaliana 
(fragment) >gi_16482__emb_CAA44318__ (X62461) Hlflk 
[Arabidopsis thaliana] 

404281 

LIB3474-003-P1-K1-E10 

BLASTX 

g5080769 

156 

1.0e-10 
74 



52060 



% identity 


51 


NCBI Description 


(AC007576) Unknown protein [Arabidopsis thaliana] 


Seq, No. 


404282 


Seq. ID 


LIB3474-003-P1-K1-E2 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


581 


E value 


3.0e-60 


Match length 


109 


% identity 


100 


NCBI Description 


(AF061577) chlorophyll a/b binding protein [Oryza sativa] 


Seq. No. 


404283 


Seq. ID 


LIB3474-003-P1-K1-E3 


Method 


BLASTX 


NCBI GI 


gl215812 


BLAST score 


457 


E value 


1.0e-45 


Match length 


120 


% identity 


72 


NCBI Description 


(D38170) probenazolte- inducible protein PBZ1 [Oryza sativa] 




>gi_2780343_dbj_BAA24277_ (D82066) PBZl [Oryza sativa] 


Seq. No. 


404284 


Seq. ID 


LIB3474-003-P1-K1-E4 


Method 


BLASTX 


NCBI GI 


g2494075 


BLAST score 


308 


E value 


2.0e-28 


Match length 


61 


% identity 


98 


NCBI Description 


NADP-DEPENDENT GLYCERALDEHYDE- 3 -PHOSPHATE DEHYDROGENASE 




( NON- PHOS PHORYLATI NG GLYCERALDEHYDE 3-PHOSPHATE 




DEHYDROGENASE) (GLYCERALDEHYDE- 3 -PHOSPHATE DEHYDROGENASE 




[NADP+] ) { TRIOSEPHOSPHATE DEHYDROGENASE) 




>gi_1084478_pir S43833 glyceraldehyde-3-phosphate 




dehydrogenase (NADP+) (EC 1.2.1.9) - maize 




>gi_474408_emb_CAA53075_ (X75326) 




glyceraldehyde-3-phosphate dehydrogenase (GAPN) [Zea mays] 


Seq. No. 


404285 


Seq. ID 


LIB3474-003-P1-K1-E9 


Method 


BLASTX 


NCBI GI 


g466160 


BLAST score 


198 


E value 


4.0e-26 


Match length 


77 


% identity 


84 


NCBI Description 


HYPOTHETICAL 9.8 KD PROTEIN ZK652.3 IN CHROMOSOME III 




>gi_630771 pir S44903 ZK652.3 protein - Caenorhabditis 




elegans >gi_289769 (L14429) putative [Caenorhabditis 




elegans] 


Seq. No. 


404286 


Seq. ID 


LIB3474-003-P1-K1-F1 


Method 


BLASTN 



52061 



NCBI GI 


gll957 


BLAST score 


252 


E value 


1.0e-139 


Match length 


312 


% identity 


99 


NCBI Description 


Rice complete chloroplast genome 


Seq. No. 


404287 


Seq. ID 


LIB3474-003-P1-K1-F11 


Method 


BLASTX 


NCBI GI 


g3935181 


BLAST score 


358 


E value 


3.0e-34 


Match length 


82 


% identity 


77 


NCBI Description 


(AC004557) F17L21.24 [Arabidopsis thaliana] 


Seq. No. 


404288 


Seq. ID 


LIB3474-003-P1-K1-F4 


Method 


BLASTX 


NCBI GI 


g2245004 


BLAST score 


297 


E value 


4.0e-27 


Match length 


81 


% identity 


67 


NCBI Description 


(Z97341) membrane transporter like protein [Arabi< 




thaliana] 


Seq. No. 


404289 


Seq. ID 


LIB3474-003-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


g448445 


BLAST score 


180 


E value 


4.0e-13 


Match length 


45 


% identity 


73 


NCBI Description 


CFO ATP synthase :SUBUNIT=9 [Spinacia oleracea] 


Seq. No. 


404290 


Seq. ID 


LIB3474-003-P1-K1-F9 


Method 


BLASTX 


NCBI GI 


g2624326 


BLAST score 


454 


E value 


3.0e-45 


Match length 


89 


% identity 


100 


NCBI Description 


(AJ002893) OsGRPl [Oryza sativa] 


Seq. No. 


404291 


Seq. ID 


LIB3474-003-P1-K1-G1 


Method 


BLASTX 


NCBI GI 


g6014701 


BLAST score 


357 


E value 


7.0e-34 


Match length 


94 


% identity 


68 


NCBI Description 


(AF190450) enoyl-CoA-hydratase [Avicennia marina] 



52062 



9 



Seq. No. 404292 

Seq. ID LIB3474-003-P1-K1-G11 

Method BLASTX 

NCBI GI g5902926 

BLAST score 225 

E value 7.0e-19 

Match length 54 

% identity 83 

NCBI Description (AB029508) small GTP-binding protein OsRacl [Oryza sativa] 

Seq. Nq. 404293 

Seq. ID LIB3474-003-P1-K1-G2 

Method BLASTX 

NCBI GI g6017119 

BLAST score 193 

E value 9.0e-15 

Match length 81 

% identity 49 

NCBI Description (AC009895) unknown protein [Arabidopsis thaliana] 

Seq. No. 404294 

Seq. ID LIB3474-003-P1-K1-G6 

Method BLASTX 

NCBI GI g2804278 

BLAST score 642 

E value 3.0e-67 

Match length 143 

% identity 83 

NCBI Description (AB003516) squalene epoxidase [Panax ginseng] 

Seq. No. 404295 

Seq. ID LIB3474-003-P1-K1-G7 

Method BLASTX 

NCBI GI g4099408 

BLAST score 577 

E value 1.0e-59 

Match length 124 

% identity 87 

NCBI Description (U86763) delta-type tonoplast intrinsic protein [Triticum 
aestivum] 

Seq. No. 404296 

Seq. ID LIB3474-003-P1-K1-G8 

Method BLASTX 

NCBI GI gl001355 

BLAST score 156 

E value 3.0e-10 

Match length 77 

% identity 43 

NCBI Description (D64006) auxin-induced protein [Synechocystis sp.] 

Seq. No. 404297 

Seq. ID LIB3474-003-P1-K1-G9 

Method BLASTX 

NCBI GI gl946371 

BLAST score 173 



52063 



E value 


3.0e-12 


Match length 


145 


% identity 


35 


NCBI Description 


(U93215) regulatory prote 




[Arabidopsis thaliana] 


Seq. No, 


404298 


Seq. ID 


LIB347.4-003-P1-K1-H1 


Method 


BLASTX 


NCBI GI 




BLAST score 


285 


E value 


2.0e-25 


Match length 


62 


% identity 


77 


NCBI Description 


(M75856) PVPR3 [Phaseolus 


Seq. No. 


404299 


Se.q. ID 


LIB3474-003-P1-K1-H11 


Method 


BLASTX 


NCBI GI 


gll68609 


BLAST score 


226 


E value 


3.0e-20 


Match length 


105 


% identity 


55 


NCBI Description 


AUXIN- RES I STANCE PROTEIN . 



1 >gi_479664jpir_S35071 
auxin-resistance protein AXR1 - Arabidopsis thaliana 
>gi_304104 (L13922) ubiquitin-activating enzyme El 
[Arabidopsis thaliana] >gi_2388579 (AC000098) Match to 
Arabidopsis AXR1 (gb_ATHAXR1122) . [Arabidopsis thaliana] 

>gi_448755_prf 1917337A ubiquitin-activating enzyme El 

[Arabidopsis thaliana] 



Seq, No. 


404300 


Seq. ID 


LIB3474-003-P1-K1-H12 


Method 


BLASTX 


NCBI GI 


g3746581 


BLAST score 


338 


E value 


6.0e-32 


Match length 


69 


% identity 


93 


NCBI Description 


(AF062403) glutathione S 


Seq. No. 


404301 


Seq. ID 


LIB3474-003-P1-K1-H2 


Method 


BLASTX 


NCBI GI 


g2244889 


BLAST score 


257 


E value 


4.0e-22 


Match length 


144 


% identity 


37 


NCBI Description 


(Z97338) cytochrome P450 




thaliana] 


Seq. No. 


404302 


Seq. ID 


LIB3474-003-P1-K1-H3 


Method 


BLASTX 


NCBI GI 


g320618 



52064 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390 

7.0e-38 

99 

77 

chlorophyll a/b-binding protein I precursor - rice 
>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



Seq. No. 


404303 


Seq. ID 


LIB3474-003-P1-K1-H8 


Method 


BLASTX 


NCBI GI 


g2305113 


BLAST score 


277 


E value 


2.0e-24 


Match length 


65 


% identity 


74 


NCBI Description 


(AF009959) metallothionein-like protein [Oryza sativa] 


Seq. No. 


404304 


Seq. ID 


LIB3474-003-P1-K1-H9 


Method 


BLASTX 


NCBI GI 


g5734631 


BLAST score 


430 


E value 


2.0e-42 


Match lf^ncrth 


111 


% identity 


80 


NCBI Description 


(AP000391) ESTs AU030224 (E50782 ) , AU077702 (E50782) 




correspond to a region of the predicted gene.; Similar 




Arabidopsis thaliana DNA chromosome 4, BAC clone T29A1. 




(AL035602) [Oryza sativa] 


Seq. No. 


404305 


Seq. ID 


LIB3474-004-P1-K1-A12 


Method 


BLASTX 


NCBI GI 


g485517 


BLAST score 


447 


E value 


2.0e-44 


Match length 


89 


% identity 


97 


NCBI Description 


ADP,ATP carrier protein - rice 


Seq. No. 


404306 


Seq. ID 


LIB3474-004-P1-K1-A2 


Method 


BLASTX 


NCBI GI 


g476752 


BLAST score 


448 


E value 


1.0e-44 


Match length 


102 


% identity 


84 



NCBI Description 



Seq. No. 
Seq. ID 



(L24073) rubisco large subunit [Oryza sativa] 
>gi_1583954_prf 2121489A 

RuBisCO:SUBUNIT=large:ISOTYPE=truncated [Oryza sativa] 
404307 

LIB3474-004-P1-K1-A4 



52065 



Method 


BLASTX 


NCBI GI 


g485517 


BLAST score 


497 


E value 


3.0e-50 


Match length 


97 


% identity 


100 


NCBI Description 


ADP,ATP carrier protein - rice 


Seq. No. 


404308 


Seq. ID 


LIB3474-004-P1-K1-A8 


Method 


BLASTX 


NCBI GI 


g5689138 


BLAST score 


609 


E value 


2.0e-63 


Match length 


118 


% identity 


93 


NCBI Description 


(AB0234 98) starch branching enzyme rbe4 [Oryza sativa] 


Seq. No. 


404309 


Seq. ID 


LIB3474-004-P1-K1-B12 


Method 


BLASTX 


NCBI GI 


g2130024 


BLAST score 


248 


E value 


3. 0e-21 


Match length 


90 


% identity 


64 


NCBI Description 


DNA-binding protein ABF2 - wild oat 




>gi_1159879_emb_CAA88331_ (Z48431) DNA-binding protein 




[Avena fatua] 


Seq. No. 


404310 


Seq. ID 


LIB3474-004-P1-K1-B4 


Method 


BLASTX 


NCBI GI 


g3608137 


BLAST score 


264 


E value 


5.0e-23 


Match length 


111 


% identity 


44 


NCBI Description 


(AC005314) unknown protein [Arabidopsis thaliana] 


Seq. No. 


404311 


Seq. ID 


LIB3474-004-P1-K1-B8 


Method 


BLASTX 


NCBI GI 


g4325041 


BLAST score 


283 


E value 


3.0e-25 


Match length 


98 


% identity 


63 


NCBI Description 


(AF117339) FtsH-like protein Pftf precursor [Nicotiana 




tabacum] 


Seq. No. 


404312 


Seq. ID 


LIB3474-004-P1-K1-C10 


Method 


BLASTX 


NCBI GI 


g2462744 


BLAST score 


200 


E value 


2.0e-15 



52066 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



D 

115 
32 

(AC002292) Hypothetical protein [Arabidopsis thaliana] 



404313 

LIB3474-004-P1-K1-C2 

BLASTX 

g6094330 

573 

3.0e-59 

143 

71 

SPERMIDINE SYNTHASE 2 
(SPDSY 2) >gi_2821957 



(PUTRESCINE AMINOPROPYLTRANSFERASE 2) 
dbj BAA24534 (AB006691) spermidine 



synthase 2 [Hyoscyamus niger] 
404314 

LIB3474-004-P1-K1-C4 

BLASTX 

g!31225 

326 

2.0e-30 

77 

84 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 

404315 

LIB3474-004-P1-K1-C6 

BLASTX 

g4928472 

211 

1.0e-16 

51 
75 

(AF133302) type 2 peroxiredoxin [Brassica rapa subsp. 
pekinensis] 

404316 

LIB3474-004-P1-K1-D12 

BLASTX 

g3859944 

381 

7.0e-37 

112 
71 

(AF084570) FKBP12 interacting protein [Arabidopsis 
thaliana] 

404317 

LIB3474-004-P1-K1-D2 

BLASTX 

gl705667 

765 

1.0e-81 



52067 



to 





Match length 


146 




•s identity 


97 




NCBI Description 


SERINE CARBOXYPEPTIDASE-LIKE PRECURSOR 






>gi_409582_dbj_BAA04511 (D17587) serine 






carboxypeptidase-like protein [Oryza sativa] 




Seq. No. 


404318 




Seq. ID 


LIB3474-004-P1-K1-D3 




Metnod 


BLASTX 




NCBI GI 


g710308 




BLAST score 


289 




E value 


4 . Oe-26 




Match length 


99 




% identity 


66 




NCBI Description 


(U11693) victorin binding protein [Avena sativa] 




Seq. No. 


404319 




Seq. ID 


LIB3474-004-P1-K1-D4 




Method 


BLASTN 






glo / /o92 




BLAST score 


86 


■S 


E value 


1.0e-40 




Match length 


141 


ffl 


% identity 


92 




NCBI Description 


Oryza sativa mRNA for serine/threonine protein kinase , 


■BSjsr 




partial 


ass 


Seq. No. 


404320 


01 


Seq. ID 


LIB3474-004-P1-K1-D8 


S3 


Method 


BLASTX 




NCBI GI 


g4753653 




BLAST score 


418 




E value 


3. Oe-41 




Match length 


103 




% identity 


80 




NCBI Description 


(AL049751) putative protein [Arabidopsis thaliana] 


pi; 


Seq. No. 


404321 




Seq. ID 


LIB3474-004-P1-K1-E1 




Method 


BLASTX 




NCBI GI 


g3582335 




BLAST score 


142 




E value 


8 . 0e-09 




Match length 


71 




% identity 


39 




NCBI Description 


(AC005496) unknown protein [Arabidopsis thaliana] 




Seq. No. 


404322 




Seq. ID 


LIB3474-004-P1-K1-E11 




Method 


BLASTX 




MfRT (IT 






BLAST score 


705 




E value 


1.0e-74 




Match length 


135 




% identity 


99 




NCBI Description 


(AF061577) chlorophyll a/b binding protein [Oryza sativa; 



52068 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



-004-P1-K1-E2 



404323 
LIB3474- 
BLASTX 
g585203 
167 

4.0e-12 

38 
87 

GLUTAMINE SYNTHETASE ROOT ISOZYME 3 (GLUTAMATE— AMMONIA 

LIGASE) (GS112) >gi_481808_pir S39479 glut amate —ammonia 

ligase {EC 6.3.1.2) 1-3, cytosolic - maize 

nthetase [Zea 





>gi_434328_emb_CAA46721_ (X65928) glutamine 




mays] 


Seq. No. 


404324 


Seq. ID 


LIB3474-004-P1-K1-E3 


Method 


BLASTX 


NCBI GI 


g5031281 


BLAST score 


254 


E value 


5.0e-22 


Match length 


58 


% identity 


79 


NCBI Description 


(AF139499) unknown [Prunus armeniaca] 


Seq. No. 


404325 


Seq. ID 


LIB3474-004-P1-K1-E6 


Method 


BLASTX 


NCBI GI 


g5262202 


BLAST score 


364 


E value 


1.0e-34 


Match length 


116 


% identity 


60 


NCBI Description 


(AL080252) nodulin-like protein [Arabidopsi; 


Seq. No. 


404326 


Seq. ID 


LIB3474-004-P1-K1-E7 


Method 


BLASTX 


NCBI GI 


g3294467 


BLAST score 


391 


E value 


3.0e-38 


Match length 


84 


% identity 


89 


NCBI Description 


(U89341) phosphoglucomutase 1 [Zea mays] 


Seq. No. 


404327 


Seq. ID 


LIB3474-004-P1-K1-E8 


Method 


BLASTX 


NCBI GI 


g4512667 


BLAST score 


554 


E value 


5.0e-57 


Match length 


132 


% identity 


79 


NCBI Description 


(AC006931) putative MAP kinase [Arabidopsis 


Seq. No. 


404328 


Seq. ID 


LIB3474-004-P1-K1-F7 


Method 


BLASTX 



52069 





g4 o /ooli 


BLAST score 


309 


E value 


2.0e-28 


Match length 


81 


% identity 


72 


NCBI Description 


(AL049655) aquaponn/MIP-like protein [Arabidopsi 




tnaliana] 


Seq. No. 


404329 


Seq. ID 


LIB3474-004-P1-K1-F8 


Metnoa 


t-j t 7\ nifiv 

BLASTX 


NCBI GI 


g3668089 


BLAST score 


504 


E value 


2 . Oe-53 


Match length 


115 


% identity 


90 


NCBI Description 


(AC004 667) unknown protein [Arabidopsis thaliana] 


Seq. No. 


404330 


Seq. ID 


LIB3474-004-P1-K1-G10 


Method 


ESliAb 1 A 


JNUtJl \j± 


gi i <£y y f i 


BLAST score 


282 


E value 


3.0e-25 


Match length 


88 


% identity 


67 


NCBI Description 


TONOPLAST INTRINSIC PROTEIN, GAMMA (GAMMA TIP) 



(AQUAPORIN-TIP) >gi_1076745_pir S52004 gamma-Tip protein 

rice >gi_473997_dbj_BAA05017_ (D25534) gamma-Tip [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



404331 

LIB3474-004-P1-K1-G2 

BLASTN 

g5822826 

86 

2.0e-40 

117 

65 

Oryza sativa Dl gene for alpha-subunit of GTP-binding 
protein, wild type, partial sequence 

404332 

LIB3474-004-P1-K1-G3 

BLASTN 

g5091597 

135 

4.0e-70 

135 

100 

Oryza sativa chromosome 1 BAC 10A19I, complete sequence 
404333 

LIB3474-004-P1-K1-G5 

BLASTX 

g5902707 

233 



52070 



E value 
Match length 
% identity 
NCBI Description 



8.0e-20 

68 

60 

ZEAXANTHIN EPOXIDASE PRECURSOR >gi_212 994 l_pir S69548 

zeaxanthin epoxidase precursor - curled-leaved tobacco 
>gi_1370274_emb_CAA65048_ (X95732) zeaxanthin epoxidase 
[Nicotiana plumbaginif olia] 



Seq. No. 


404334 


Seq. ID 


LIB3474-004- 


Method 


BLASTX 


NCBI GI 


g4982480 


BLAST score 


160 


E value 


6.0e-ll 


Match length 


38 


% identity 


71 


NCBI Description 


(AF069441) : 


Seq. No. 


404335 


Seq. ID 


LIB3474-004 


Method 


BLASTX 


NCBI GI 


g3345477 


BLAST score 


310 


E value 


1. Oe-28 


Match length 


64 


% identity 


92 


NCBI Description 


(AB016283) 


Seq. No. 


404336 


Seq. ID 


LIB3474-004 


Method 


BLASTX 


NCBI GI 


g5733882 


BLAST score 


516 


E value 


1.0e-52 


Match length 


129 


% identity 


72 


NCBI Description 


(AC007932) 



-P1-K1-G6 



hypothetical protein [Arabidopsis thaliana] 



-H10 



carbonic anhydrase [Oryza sativa] 



-P1-K1-H2 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



from Sorghum bicolor and contains a PF_00069 Eukaryotic 
protein kinase domain. [Arabidopsis thaliana] 

404337 

LIB3474-004-P1-K1-H3 

BLASTX 

gl31388 

257 

2.0e-22 

102 

61 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_100831_pir S16260 

photosystem II oxygen-evolving complex protein 1 - common 
wheat x Sanduri wheat >gi_21844_emb_CAA40670_ (X57408) 
33kDa oxygen evolving protein of photosystem II [Triticum 
aestivum] 



Seq. No. 



404338 



52071 



ID 



Seq. ID 


LIB3474-004-P1-K1-H6 


Method 


BLASTX 


NCBI GI 


g4336610 


BLAST score 


555 


E value 


3.0e-57 


Match length 


123 


% identity 


88 


NCBI Description 


(AF099112) sigma factor; 


Seq. No. 


404339 


Seq. ID 


LIB347 4-004-P1-K1-H7 


Method 


BLASTX 


NCBI GI 


g399942 


BLAST score 


484 


E value 


8.0e-49 


Match length 


127 


% identity 


75 


NCBI Description 


CHLOROPLAST STROMA 70 KD 



[Zea mays] 



iEAT SHOCK- RELATED PROTEIN 

PRECURSOR >gi_421881_pir S32818 heat shock protein, 70K, 

chloroplast - garden pea >gi_169023 (L03299) 70 kDa heat 
shock protein [Pisum sativum] >gi_871515_emb_CAA4 9147_ 
(X69213) Psst70 (stress 70 protein) [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404340 

LIB3474-004-P1-K1-H9 

BLASTX 

gl31388 

256 

4.0e-22 

102 

61 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOS YSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_100831_pir SI 62 60 

photosystem II oxygen-evolving complex protein 1 - common 
wheat x Sanduri wheat >gi_21844_emb_CAA4 0670__ (X57408) 
33kDa oxygen evolving protein of photosystem II [Triticum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404341 

LIB3474-005-P1-K1-A10 

BLASTX 

g2500535 

144 

7.0e-09 

108 

35 

PUTATIVE ATP- DEPENDENT RNA HELICASE YDL031W 

>gi_2131315_pir S67564 hypothetical protein YDL031w - 

yeast (Saccharomyces cerevisiae) >gi_1279685_emb_CAA96458_ 
(Z71781) unknown [Saccharomyces cerevisiae] 
>gi_1431010__emb_CAA98590_ (Z74079) ORF YDL031w 
[Saccharomyces cerevisiae] 



Seq. No. 
Seq. ID 
Method 



404342 

LIB3474-005-P1-K1-A12 
BLASTX 



52072 



ID 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g733454 
210 

5.0e-17 

62 
73 

(U23188) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 

404343 

LIB3474-005-P1-K1-A6 

BLASTX 

g2353175 

258 

2.0e-22 

125 
42 

(AF015544) sigma factor 3 
>gi_2463554_dbj_BAA22530_ 
thaliana] >gi_5478585_dbj_BAA82450 . 1 
factor SigC [Arabidopsis thaliana] 



[Arabidopsis thaliana] 
(D89994) SigC [Arabidopsis 

(AB019944) sigma 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404344 

LIB3474-005-P1-K1-A9 

BLASTX 

g3913018 

315 

1.0e-29 

64 

100 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 
{ALDP) >gi_218155_dbj_BAA02730_ (D13513) chloroplastic 
aldolase [Oryza sativa] 

404345 

LIB3474-005-P1-K1-B1 

BLASTX 

g3913018 

146 

4.0e-14 

54 

85 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 
(ALDP) >gi__218155_dbj_BAA02730_ (D13513) chloroplastic 
aldolase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



404346 

LIB3474-005-P1-K1-B10 

BLASTX 

gl773330 

176 

4.0e-24 

71 

90 

(U80071) glycolate oxidase [Mesembryanthemum crystallinum] 
404347 . 

LIB3474-005-P1-K1-B11 



52073 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g!808687 

61 

1.0e-25 

181 

89 

S.stapfianus pSD.13 mRNA 
404348 

LIB3474-005-P1-K1-B2 

BLASTX 

g3914083 

251 

2.0e-21 

139 
39 

MUTS2 PROTEIN >gi_1652751_dbj_BAA17 670_ (D90908) DNA 
mismatch repair protein MutS [Synechocystis sp.] 

404349 

LIB3474-005-P1-K1-B4 

BLASTX 

g3785989 

284 

2.0e-25 

102 

63 

(AC005560) unknown protein [Arabidopsis thaliana] 
404350 

LIB3474-005-P1-K1-B5 

BLASTX 

g465763 

287 

1.0e-25 

126 
50 

HYPOTHETICAL 70.9 KD PROTEIN C06G4.2 IN CHROMOSOME III 

>gi_630525_pir S44749 C06G4.2 protein - Caenorhabditis 

elegans >gi_409293 (L25598) homology with calpain; putative 
[Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



404351 

LIB3474-005-P1-K1-B7 

BLASTN 

g6069643 

179 

5.0e-96 

179 

100 

Oryza sativa genomic 
404352 

LIB3474-005-P1-K1-B8 

BLASTX 

g3914603 

491 



DNA 7 chromosome 6, clone : P0514G12 



52074 



E value 
Match length 
% identity 
NCBI Description 



9.0e-50 

95 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE, 
CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) >gi__1778414 
(U74321) ribulose-1, 5-bisphosphate carboxylase/oxygenase 
activase [Oryza sativa] 



Seq. No. 


404353 


Seq. ID 


LIB3474-005-P1-K1-C2 


Method 


BLASTX 


NCBI GI 


g733458 


BLAST score 




E value 


y . ue-io 


Match length 


67 


% identity 


58 


NCBI Description 


(U23190) chlorophyll a/b-binding apopj 




[Zea mays] 


Seq. No. 


404354 


Seq. ID 


LIB3474-005-P1-K1-C3 


Method 


BLASTX 


NCBI GI 


g4588012 


BLAST score 


210 


E value 


3. Oe-17 


Match length 


71 


% identity 


61 


NCBI Description 


(AF085717) putative callose synthase < 




[Gossypium hirsutum] 


Seq. No. 


404355 


Seq. ID 


LIB3474-005-P1-K1-C4 


Method 


BLASTX 


NCBI GI 


g2832717 


BLAST score 


658 


E value 


4.0e-69 ' 


Match length 


127 


% identity 


95 


NCBI Description 


(AJ003H4) alkaline/neutral invertase 


Seq, No. 


404356 


Seq. ID 


LIB3474-005-P1-K1-C6 


Method 


BLASTX 


NCBI GI 


g2662343 


BLAST score 


539 


E value 


3.0e-55 


Match length 


104 


% identity 


99 


NCBI Description 


(D63581) EF-l alpha [Oryza sativa] 


Seq. No. 


404357 


Seq. ID 


LIB3474-005-P1-K1-C9 


Method 


BLASTX 


NCBI GI 


g5668667 


BLAST score 


618 


E value 


l.0e-64 


Match length 


122 



[Lolium temulentum] 



52075 



it 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



95 

(D63136) 



Beta-tubulin [Zinnia elegans] 



404358 

LIB3474-005-P1-K1-D1 

BLASTX 

g3150403 

147 

1.0e-09 

63 

46 

(AC004165) hypothetical protein [Arabidopsis thaliana] 
404359 

LIB3474-005-P1-K1-D11 

BLASTX 

g4185515 

287 

1.0e-25 

90 

64 

(AF102824) actin depolymerizing factor 6 [Arabidopsis 
thaliana] >gi_6 00777 3_gb_AAF0 1035. 1_AF1 8357 6_1 (AF183576) 
actin depolymerizing factor 6 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404360 

LIB3474-005-P1-K1-D12 

BLASTX 

g5733882 

170 

5.0e-12 

84 

46 

(AC007932) Similar to gb_Y124 65 serine/threonine kinase 
from Sorghum bicolor and contains a PF_00069 Eukaryotic 
protein kinase domain. [Arabidopsis thaliana] 

404361 

LIB3474-005-P1-K1-D3 

BLASTX 

g6006853 

233 

5.0e-26 

88 
70 

(AC009540) unknown protein [Arabidopsis thaliana] 
404362 

LIB3474-005-P1-K1-D4 

BLAST N 

g415316 

206 

1.0e-112 

206 

100 

Rice mRNA for acidic ribosomal protein P0, complete cds 



52076 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404363 

LIB3474-005-P1-K1-D5 

BLASTX 

g417154 

524 

1.0e-53 

121 

86 

HEAT SHOCK PROTEIN 82 >gi__100685_pir S25541 heat shock 

protein 82 - rice (strain Taichung Native One) 
>gi_20256_emb_CAA77978_ (Z11920) heat shock protein 82 
(HSP82) [Oryza sativa] 

404364 

LIB3474-005-P1-K1-D8 

BLASTX 

g2331131 

184 

3.0e-14 

37 

97 

(AF010579) glycine-rich protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404365 

LIB3474-005-P1-K1-E1 

BLASTX 

gll55261 

256 

3.0e-22 

65 

77 

(U40217) eukaryotic release factor 1 homolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404366 

LIB3474-005-P1-K1-E10 

BLASTX 

gl778095 

312 

1.0e-28 

126 

53 

(U64903) putative sugar transporter; member of major 
facilitative superfamily; integral membrane protein [Beta 
vulgaris] 

404367 

LIB3474-005-P1-K1-E12 

BLASTX 

g2146735 

539 

3.0e-55 

127 

83 

glucose-6-phosphate 1-dehydrogenase (EC 1.1.1.49) (clone 
E5) - Arabidopsis thaliana (fragment) 

>gi_1166405_emb_CAA59011_ (X84229) glucose-6-phosphate 



52077 



1-dehydrogenase [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404368 

LIB3474-005-P1-K1-E9 

BLASTX 

g543711 

477 

6.0e-48 

102 

97 

14-3-3-LIKE PROTEIN S94 >gi_419796_pir S30927 14-3-3 

protein homolog - rice >gi_303859_dbj_BAA03711_ (D16140) 
brain specific protein [Oryza sativa] 



oeq. no* 


A fl A Q 


Seq. ID 


LIB3474-005-P1-K1-F1 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


1.0e-10 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone i 


Seq. No. 


404370 


Seq. ID 


LIB3474-005-P1-K1-F10 


Method 


BLASTX 


NCBI GI 


g2754849 


BLAST score 


307 


E value 


7.0e-29 


Match length 


91 


% identity 


69 


NCBI Description 


(AF039000) putative serine- 




[Fritillaria agrestis] 


Seq. No. 


404371 


Seq. ID 


LIB3474-005-P1-K1-F12 


Method 


BLASTX 


NCBI GI 


gll5787 


BLAST score 


523 


E value 


2.0e-53 


Match length 


124 


% identity 


85 



NCBI Description 



CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



404372 

LIB3474-005-P1-K1-F2 

BLASTX 

g2072555 

273 

4.0e-24 

59 

85 



52078 



NCBI Description 



(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404373 

LIB3474-005-P1-K1-F3 

BLASTX 

g2497538 

534 

1.0e-54 

118 
84 

PYRUVATE KINASE, CYTOSOLIC ISOZYME >gi_466350 (L08632) 
pyruvate kinase [Glycine max] 





Seq. No. 


404374 




Seq. ID 


LIB3474-005-P1-K1-F5 




Method 


BLASTX 




NCBI GI 


gl651723 




BLAST score 


143 




E value 


6.0e-09 




Match length 


85 




% identity 


35 


H 


NCBI Description 


(D90899) phosphoglyceratf 




Seq. No. 


404375 




Seq. ID 


LIB3474-005-P1-K1-F6 




Method 


BLASTX 




NCBI GI 


g3126854 




BLAST score 


669 




E value 


2.0e-70 




Match length 


127 




% identity 


99 




NCBI Description 


(AF061577) chlorophyll a, 




Seq. No. 


404376 




Seq. ID 


LIB3474-005-P1-K1-F8 




Method 


BLASTX 




NCBI GI 


g4699942 




BLAST score 


171 




E value 


4.0e-12 




Match length 


59 




% identity 


51 



NCBI Description 



(AC007166) putative receptor protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404377 

LIB3474-005-P1-K1-F9 

BLASTX 

gl658313 

622 

6.0e-65 

120 

49 

(Y08987) osr40g2 [Oryza sativa] 



Seq. No. 



404378 



52079 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



LIB3474-005-P1-K1-G12 

BLASTX 

g627580 

477 

5.0e-48 

126 

65 

prolyl oligopeptidase {EC 3.4.21.26) - human 
>gi_904214_dbj_BAA04661_ (D21102) prolyl endopeptidase 
[Homo sapiens] 

404379 

LIB3474-005-P1-K1-G2 

BLASTX 

g3688193 

424 

5.0e-42 

100 

77 

(AJ010091) MAP3K alpha 1 protein kinase [Brassica napus] 
404380 

LIB3474-005-P1-K1-G3 

BLASTX 

g3319776 

317 

8.0e-30 

84 

80 

(AJ007665) seryl-tRNA synthetase [Zea mays] 
404381 

LIB3474-005-P1-K1-G6 

BLASTX 

g400986 

226 

2.0e-18 

64 

69 

SOS RIBOSOMAL PROTEIN LIS, CHLOROPLAST PRECURSOR (CL15) 

>gi_81947_pir S18001 ribosomal protein LIS precursor, 

chloroplast - garden pea (fragment) >gi_20867_emb__CAA77595 
(Z11510) Plastid ribosomal protein CL15 [Pisum sativum] 

404382 

LIB3474-005-P1-K1-G7 

BLASTN 

g451192 

42 

2.0e-14 

82 

88 

Triticum aestivum (wali7) 



mRNA, 3 T end, partial cds 



404383 

LIB3474-005-P1-K1-G8 
BLASTX 



52080 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



gll5787 
355 

7.0e-34 

87 
84 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_824 61_pir S037 06 chlorophyll a/b-binding 

protein 2R precursor - rice >gi__20182__emb__CAA32109_ 

(X13909) chlorophyll a/b-binding preprotein {AA -28 to 235) 

[Oryza sativa] 

404384 

LIB3474-005-P1-K1-G9 

BLASTX 

g282882 

188 

4.0e-14 

111 

38 

receptor-like protein kinase precursor - Arabidopsis 
thaliana >gi__166848 (M84659) receptor-like protein kinase 
[Arabidopsis thaliana] 

404385 

LIB3474-005-P1-K1-H1 

BLASTX 

gl35399 

389 

1.0e-37 

81 

91 

TUBULIN ALPHA- 1 CHAIN >gi_100716_pir S20758 tubulin 

alpha-1 chain - rice >gi_2037 9_emb_CAA7 7 988_ (Z11931) alpha 
1 tubulin [Oryza sativa] >gi_1136124_emb_CAA62918_ (X91808) 
alfa-tubulin [Oryza sativa] 

404386 

LIB3474-005-P1-K1-H10 

BLASTX 

g2501189 

264 

3.0e-23 

83 

69 

THIAMINE BIOSYNTHETIC ENZYME 1-1 PRECURSOR 

>gi_2 13014 6_pir S61419 thiamine biosynthetic enzyme thil-1 

- maize >gi_596078 (U17350) thiamine biosynthetic enzyme 
[Zea mays] 

404387 

LIB3474-005-P1-K1-H11 

BLASTX 

g2583125 

503 

3.0e-53 

128 
79 



52081 



NCBI Description 



(!) 



(AC002387) putative transketolase precursor [Arabidopsis 
thaliana] 



Seq. No. 


404388 


Seq. ID 


LIB3474-005-P1-K1-H12 


Method 


BLASTN 


NCBI GI 


g5852170 


BLAST score 


278 


E value 


1.0e-155 


Match length 


334 


% identity 


96 


NCBI Description 


Oryza sativa indica(GLA4i 




clone: tl7804 


Seq. No. 


404389 


Seq. ID 


LIB3474-005-P1-K1-H3 


Method 


BLASTX 


NCBI GI 


gll97461 


BLAST score 


598 


E value 


3. Oe-62 


Match length 


119 


% identity 


93 


NCBI Description 


(X78819) casein kinase I 


Seq. No. 


404390 


Seq. ID 


LIB347 4-005-P1-K1-H6 


Method 


BLASTN 


NCBI GI 


g5852170 


BLAST score 


65 


E value 


9.0e-29 


Match length 


77 


% identity 


96 


NCBI Description 


Oryza sativa indica(GLA4 




clone: t!7804 


Seq. No. 


404391 


Seq. ID 


LIB3474-006-P1-K1-A1 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


33 


E value 


1.0e-09 


Match length 


33 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clon 


Seq. No. 


404392 


Seq. ID 


LIB3474-006-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


g3789952 


BLAST score 


549 


E value 


2.0e-56 


Match length 


116 


% identity 


94 


NCBI Description 


(AF094775) chlorophyll a 




sativa] 


Seq. No. 


404393 



genomic DNA, chromosome 4, BAC 



[Arabidopsis thaliana] 



genomic DNA, chromosome 4, BAC 



52082 



oeq. iu 


JjXojy / y UUO rl J\l nlZ 


ixie unoa. 


TIT aCTY 


NCBI GI 


g6017108 


BLAST score 


191 


E value 


z . ue~ 14 


Match length 


jj 


% identity 




jnudi Description 


\t\^\j\jyoyo } unKnown protein LiiraDiuopsis cnaiianaj 


beq. No. 


a r\ a m a 


oeq. 1U 


T TTZLAH A — fin^- Dl — iVl _ 7\ c; 
1i1Jdo4 /4 UUD rl M Aj 


rie i.noa 


DXjHo 1 A 


NCBI GI 


g4972682 


BLAST score 


163 


E value 


4 . ue— i i 


Match length 




% identity 


1 1 


TvTPRT nodrri nfi nn 
LNk>Dl UcbLXipLlUIi 


\nr iJ^l^O / UI1 JS.I1UWX1 |_ IJX UoUk^ilXXci ilic; X a. 11 (J y do LfcJX J 


beq. no. 


A f\ A Q Q C 


oeq* ijj 


T nr\^- D1 IV" 1 _7\ *7 

Xj1do4 / 4 — UUD — Ir l — A / 


L v ie tnou 


OJUH.0 1 A 


NCBI GI 


g5912299 


BLAST score 


706 


E value 


o . ue-75 


Matcn length 


1 A A 

140 


% identity 


100 


NCBI Description 


(AJlJo/o/) gigantea nomologue LOryza sativaj 


Seq. No. 


A f\ A H A /" 

404396 


beq. ID 


TTO'3/1'7/1 A A £T T5 1 TV"! 7\Q 

Lli3o4 / 4-UUb— rl— 1\1— Ao 


Method 


DXiAo 1A 


NCBI GI 


g2979544 


BLAST score 


206 


E value 


4 . Oe-16 


Match length 


94 


% identity 


4b 


NCBI Description 


(ACuUJoou) putative cytocnrome F-4o(J LAraoiaopsis rnan< 


beq. No. 


4u4^y / 


beq. iu 


L1Jdo4 /4-UUO-rl-J\l-iiy 


Lxietiioa. 


JDXiR.0 i A 


NOril bl 


g4 yooo4o 


BLAST score 


355 


E value 


1.0e-33 


Matcn length 


111 


% identity 


C A 

60 


NCBI Description 


(AC0U6J41) Is a member of PF 00481 Protein phosphatase . 




family. [Arabidopsis thaliana] 


Seq. No. 


404398 


oeq. iu 


J_ilrSo4 / 4'UUO rl J\i Dl 


Method 


BLASTX 


NCBI GI 


gl215812 


BLAST score 


448 


E value 


1.0e-44 


Match length 


126 



52083 



€> 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



68 

(D3817 0) probenazole-inducible protein PBZ1 [Oryza sativa] 
>gi_2780343_dbj_BAA24277_ (D82066) PBZ1 [Oryza sativa] 

404399 

LIB3474-006-P1-K1-B10 

BLASTX 

g5441889 

241 

3.0e-20 

141 

35 

(AP000367) Similar to SEC7 protein, Saccharomyces 
cerevisiae, PIR2:S4 9764; Contains Immunoglobulins and major 
histocompatibility complex proteins signature. (AL022604) 
[Oryza sativa] 

404400 

LIB3474-006-P1-K1-B11 

BLASTX 

g3080412 

221 

6.0e-18 

142 
33 

(AL022604) -putative protein [Arabidopsis thaliana] 
404401 

LIB3474-006-P1-K1-B3 

BLASTX 

gl705678 

492 

1.0e-49 

116 

84 

CELL DIVISION CYCLE PROTEIN 48 HOMOLOG (VALOSIN CONTAINING 
PROTEIN HOMOLOG) (VCP) - >gi_862480 (U20213) 
valosin-containing protein [Glycine max] 

404402 

LIB3474-006-P1-K1-C1 

BLASTX 

gl21349 

480 

2.0e-58 

132 

77 

GLUTAMINE SYNTHETASE SHOOT ISOZYME (GLUTAMATE-- AMMONIA 
LIGASE) (CLONE LAMB DA- GS 2 8 ) >gi_20368_emb_CAA324 61__ 
(X14245) cytosolic glutamine synthetase (AA 1-356) [Oryza 
sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



404403 

LIB3474-006-P1-K1-C11 

BLASTX 

gll4974 

342 



52084 



E value 
Match length 
% identity 
NCBI Description 



4.0e-32 

91 
67 

NON-CYANOGENIC BETA-GLUCOS1DASE PRECURSOR 

>gi_67491_pir GLJY31 beta-glucosidase (EC 3.2.1.21) 

precursor (clone TRE361) - white clover 
>gi_21955_emb_CAA40058.1_ (X56734) beta-glucosidase 
[Trifolium repens] 





Seq. No. 


404404 




Seq. ID 


LIB3474-006-P1-K1-C2 




Method 


BLASTX 




NCBI GI 


g228403 




BLAST score 


308 




E value 


3.0e-28 




Match .length 


113 




% identity 


60 




NCBI Description 


glycolate oxidase [Lens culinaris] 


tssJ 


Seq. No. 


404405 


yy 


Seq. ID 


LIB3474-006-P1-K1-C3 




Method 


BLASTN 


m 


NCBI GI 


g3821780 




BLAST score 


36 




E value 


1.0e-10 




Match length 


36 




% identity 


100 


01 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 




Seq. No. 


404406 




Seq. ID 


LIB3474-006-P1-K1-C4 




Method 


BLASTX 




NCBI GI 


g2500036 




BLAST score 


636 




E value 


1.0e-66 




Match length 


139 




% identity 


84 




NCBI Description 


DIHYDROOROTASE PRECURSOR (DHOASE) 



>gi_2121273 (AF000146) 
dihydroorotase [Arabidopsis thaliana] 
>giJ3292818_erab_CAA19808.1_ (AL031018) dihydroorotase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404407 

LIB3474-006-P1-K1-C5 

BLASTX 

g2739219 

245 

1.0e-20 

51 

98 

(AJ001161) rpS28 [Hordeum vulgare] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



404408 

LIB3474-006-P1-K1-C6 

BLASTX 

g3461817 

331 



52085 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 



8.0e-31 

143 

45 

(AC004138) unknown protein [Arabidopsis thaliana] 
404409 

LIB3474-006-P1-K1-D1 

BLASTX 

g2506826 

350 

5.0e-33 

116 

65 

NONSPECIFIC LIPID-TRANSFER PROTEIN 
(PAPI) >gi_1619604_emb_CAA69949.1_ 
protein [Oryza sativa] >gi_1667590 
protein [Oryza sativa] 



1 PRECURSOR (LTP 1) 
(Y08691) lipid transfer 
(U77295) lipid transfer 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404410 

LIB3474-006-P1-K1-D10 

BLASTX 

g3913018 

287 

9.0e-26 

97 

68 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 
(ALDP) >gi_218155_dbj_BAA02730_ (D13513) chloroplastic 
aldolase [Oryza sativa] 

404411 

LIB3474-006-P1-K1-D11 

BLASTX 

g4574137 

340 

4.0e-32 

96 

73 

(AF073696) cysteine synthase [Oryza sativa] 
404412 

LIB3474-006-P1-K1-D12 

BLASTN 

gl215811 

272 

1.0e-151 

304 

97 

Rice mRNA for probenazole-inducible protein PBZ1, complete 
cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



404413 

LIB3474-006-P1-K1-D2 

BLASTX 

g4680207 

326 

3.0e-30 



52086 



o 



Match length 

% identity 

NCBI Description 



'Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. , 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



135 
54 

(AF114171) 
bicolor] 



disease resistance protein RPM1 homolog [Sorghum 



404414 

LIB3474-006-P1-K1-D5 

BLASTX 

gll9745 

143 

2.0e-17 

78 

68 

FRUCTOSE-1, 6-BISPHOSPHATASE, CHLOROPLAST PRECURSOR 

(D- FRUCTOSE- 1, 6-BISPHOSPHATE 1-PHOSPHOHYDROLASE) (FBPASE) 

>gi_67242_pir PAWTF f ructose-bisphosphatase (EC 3.1.3.11) 

precursor, chloroplast - wheat >gi_21737_emb_CAA30612_ 
(X07780) pre-FBPase [Triticum aestivum] 

>gi_21741__emb_CAA37908_ (X53957) f ructose-bisphosphatase 
[Triticum aestivum] 

404415 

LIB3474-006-P1-K1-D7 

BLASTX 

g4337192 

316 

8.0e-30 

130 

52 

(AC006403) hypothetical protein [Arabidopsis thaliana] 
404416 

LIB3474-006-P1-K1-D9 

BLASTX 

g3080433 

504 

4.0e-51 

143 

65 

(AL022605) 
thaliana] 



putative gamma-glut amyltransf erase [Arabidopsis 



404417 

LIB3474-006-P1-K1-E1 

BLASTX 

g5453379 

162 

4.0e-ll 

104 

37 

(AF155124) bacterial-induced peroxidase precursor 
[Gossypium hirsutum] 

404418 

LIB3474-006-P1-K1-E10 

BLASTX 

g!617197 



52087 



BLAST score 


300 


E value 


5 . Ue-^ / 


Match length 


71 


% identity 


77 


NCBI Description 


(Z72488) CP12 [Nicotiana tabacum] 


Seq. No. 


404419 


Seq. ID 


LIB34 /4-OOd-PI-KI-EII 


Method ~~ 




NCBI GI 


g2894534 


BLAST score 


228 


E value 


2. Oe-19 


Match length 


60 


% identity 


72 


NCBI Description 


(AJ224327) aquaporm [Oryza sativa] 


Seq. No. 


404420 


Seq. ID 


LIB3474-006-P1-K1-E2 


Method 


DT 7\ O Ti V 

rsliAblA 


NCBI GI 


g2341042 


BLAST score 


280 


E value 


8 . Oe-25 


Match length 


132 


% identity 


48 


NCBI Description 


(AC000104) F19P19.26 [Arabidopsis thaliana] 


Seq. No. 


404421 


Seq. ID 


LIB3474-006-P1-K1-E3 


Method 


TIT 71 n (TIT/ 

BLASTX 


NCBI GI 


g4506221 


BLAST score 


202 


E value 


1.0e-15 


Match length 


95 


% identity 


43 


NCBI Description 


proteasome (prosome, macropain) 26S subunit, ; 




>gi_1945611_dbj_BAA19749_ (AB003103) 26S prot- 




p55 [Homo sapiens] 


Seq. No. 


404422 


beq. ID 


LIB3474-006-P1-K1-E5 


Method 


BLASTX 


NCBI GI 


g4574135 


BLAST score 


182 


E value 


2. 0e-13 


Match length 


36 


% identity 


100 


NCBI Description 


(AF073695) cysteine synthase [Oryza sativa] 


Seq. No. 


404423 


Seq. ID 


LIB34 74-00 6-P1-K1-E7 


Method 


BLASTX 




goo y 03 oo 


BLAST score 


469 


E value 


5.0e-47 


Match length 


144 


% identity 


61 


NCBI Description 


(AL096882) putative protein [Arabidopsis thai: 



non-ATPase, 12 



52088 



Seq. No, 


404424 


Seq. ID 


LIB3474-006-P1-K1-E9 


Method 


BLASTX 


NCBI GI 


gl575327 


BLAST score 


237 


E value 


5.0e-20 


Match length 


48 


% identity 


88 


NCBI Description 


(U59738) ATP sulfuryL 


Seq. No. 


404425 


Seq. ID 


LIB3474-006-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


g5453379 


BLAST score 


335 


E value 


2.0e-31 


Match length 


121 


% identity 


55 


NCBI Description 


(AF155124) bacterial-. 




[Gossypium hirsutum] 


Seq. No. 


404426 


Seq. ID 


LIB3474-006-P1-K1-F10 


Method 


BLASTX 


NCBI GI 


gl20657 


BLAST score 


597 


E value 


5.0e-62 


Match length 


140 


% identity 


86 



NCBI Description 



GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A PRECURSOR, 

CHLOROPLAST >gi_66024__pir DEZMG3 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) (EC 1.2,1.13) A precursor, chloroplast - 
maize >gi_16847 9 (M18976) glyceraldehyde-3-phosphate 
dehydrogenase [Zea mays] >gi_763035_emb_CAA33455__ (X15408) 
glyceraldehyde-3-phosphate dehydrogenase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404427 

LIB3474-006-P1-K1-F11 

BLASTX 

g3914603 

553 

6.0e-57 

112 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE, 
CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) >gi_1778414 
(U74321) ribulose-1, 5-bisphosphate carboxylase/oxygenase 
activase [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



404428 

LIB3474-006-P1-K1-F12 

BLASTN 

g3377792 

58 

6.0e-24 



52089 



Match length 

% identity 

NCBI Description 



145 
87 

Oryza sativa ribulose-1, 5-bisphosphate 

carboxylase/oxygenase activase (rca) mRNA, complete cds 



Seq. No. 


404429 


Seq. ID 


LIB3474-006-P1-K1-F3 


Method 


BLASTX 


NCBI GI 


gl70131 


BLAST score 


223 


E value 


4.0e-18 


Match length 


59 


% identity 


66 


NCBI Description 


(M55322) rrbosomal prot< 


Seq. No. 


404430 


Seq. ID 


LIB3474-006-P1-K1-F4 


Method 


BLASTX 


NCBI GI 


gll5787 


BLAST score 


421 


E value 


2.0e-41 


Match length 


103 


% identity 


83 


NCBI Description 


CHLOROPHYLL A-B BINDING 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109__ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

404431 

LIB3474-006-P1-K1-F5 

BLASTX 

gl297187 

231 

4.0e-19 

66 
61 

(U53501) similar to protein encoded by GenBank Accession 
Number D41815, nucleoporin 98 [Arabidopsis thaliana] 

404432 

LIB3474-006-P1-K1-F8 

BLASTX 

g4914466 

426 

6.0e-42 

114 

72 

(AJ242650) cytosolic phosphoglucomutase [Arabidopsis 
thaliana] 

404433 

LIB3474-006-P1-K1-G1 

BLASTX 

g4678225 

466 

1.0e-46 



52090 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



121 
72 

(AC007135) 



unknown protein [Arabidopsis thaliana] 



404434 

LIB3474-006-P1-K1-G2 

BLASTX 

g4512624 

458 

1.0e-45 

104 
82 

(AC004793) Strong similarity to gi_3033401 F19I3.29 
putative potassium transporter from Arabidopsis thaliana 
BAC gb__AC004238 

404435 

LIB3474-006-P1-K1 -G6 

BLASTX 

g4115388 

456 

2.0e-45 

117 

73 

(AC005967) putative prolylcarboxypeptidase [Arabidopsis 
thaliana] 

404436 

LIB3474-006-P1-K1-G8 

BLASTX 

gll5787 

568 

1.0e-58 

130 

87 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 

(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 

[Oryza sativa] 

404437 

LIB3474-006-P1-K1-H3 

BLASTX 

g300265 

521 

4.0e-56 

130 

84 

HSP68=68 kda heat-stress DnaK homolog [Lycopersicon 
peruvianum=tomatoes, Peptide Mitochondrial Partial, 580 aa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



404438 

LIB347 4-006-P1-K1-H5 

BLASTN 

g2961175 

100 



52091 



€1 



E value 
Match length 
% identity 
NCBI Description 



8.0e-4 9 

100 

100 

Oryza sativa ribosomal protein L27 precursor, mRNA, 
gene encoding chloroplast protein, complete cds 



nuclear 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404439 

LIB3474-006-P1-K1-H7 

BLASTX 

gl076290 

278 

4.0e-25 

65 

77 

amino acid transporter AAP4 - Arabidopsis thaliana 
>gi_608671_emb_CAA54631_ (X77500) amino acid transporter 
[Arabidopsis thaliana] 





Seq. No. 


404440 




Seq. ID 


LIB3474-006-P1-K1-H9 


'fez 


Method 


BLASTX 




NCBI GI 


g3915866 




BLAST score 


571 




E value 


5.0e-59 




Match length 


130 




% identity 


76 




NCBI Description 


GLUTAMINYL-TRNA SYNTHETASE ( GLUTAMINE — TRNA LIGASE; 


pi 




>gi_2995455_emb_CAA62901_ (X91787) tRNA- glut amine 






synthetase [Lupinus luteus] 


V ; 


Seq. No. 


404441 




Seq. ID 


LIB3474-007-P1-K1-A1 




Method 


BLASTN 




NCBI GI 


g6015437 




BLAST score 


36 




E value 


1.0e-10 




Match length 


36 




% identity 


100 




NCBI Description 


Homo sapiens PEX1 mRNA, complete cds 




Seq. No. 


404442 




Seq. ID 


LIB3474-007-P1-K1-A11 




Method 


BLASTX 




NCBI GI 


g320618 




BLAST score 


565 




E value 


3.0e-58 




Match length 


127 




% identity 


86 




NCBI Description 


chlorophyll a/b-binding protein I precursor - rice 



(GLNRS) 



>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227 611__prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



Seq. No. 
Seq. ID 
Method 



404443 

LIB3474-007-P1-K1-A2 
BLASTX 



52092 



NCBI GI 


g4468798 


BLAST score 


370 


E value 


1.0e-35 


Match length 


115 


% identity 


64 


NCBI Description 


(AJ010440) GST7 protein [Zea mays] 


Seq. No. 


404444 


Seq. ID 


LIB3474-007-P1-K1-A5 


Method 


BLASTX 


NCBI GI 


g3063524 


RTiAST srorp 

l—S -LJ.iJ.t*J J- O V_* ^ 


655 


E value 


8.0e-69 


Match length 


143 


% identity 


87 


NCBI Description 


(AF052305) ribulose 1, 5-bisphosphate carboxylase small 




subunit [Oryza sativa] 


Seq. No. 


404445 


Seq. ID 


LIB3474-007-P1-K1-A6 


^Method 


BLASTX 


NCBI GI 


g2459448 


DLtnOl OLUIC 


J *i >J 


E value 


2.0e-44 


Match length 


143 


% identity 


66 


NCBI Description 


(AC002332) putative cinnamoyl-CoA reductase [Arabidopsis 




thaliana] 


Seq. No. 


404446 


Seq. ID 


LIB347 4-007-P1-K1-A7 


Method 


BLASTX 


LN \^ AJ X vj -L 


a28327 00 


BLAST score 


188 


E value 


3.0e-14 


Match length 


62 


% identity 


60 


NCBI Description 


(AL021713) unknown protein [Arabidopsis thaliana] 


Seq. No. 


404447 


Seq. ID 


LIB3474-007-P1-K1-A8 


Method 


BLASTX 


NCBI GI 


g4417271 


BLAST score 


239 


E value 


5.0e-20 


Match length 


95 


% identity 


44 


NCBI Description 


(AC007019) putative cellulose synthase catalytic subunit 




[Arabidopsis thaliana] 


Seq. No. 


404448 




I.TB3474-007-P1-K1-R10 


Method 


BLASTN 


NCBI GI 


gl304214 


BLAST score 


51 


E value 


1.0e-19 


Match length 


95 




52093 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



88 

Rice mRNA for precursor of 22 kDa protein of photosystem II 
(PSII-S), complete cds 

404449 

LIB3474-007-P1-K1-B2 

BLASTX 

gl261917 

355 

2.0e-33 

94 

69 

(X96979) lipid transfer protein 7a2b [Hordeum vulgare] 
404450 

LIB3474-007-P1-K1-B3 

BLASTX 

g6014707 

415 

1.0e-40 

75 
99 

(AF190454) calreticulin [Zea mays] 
404451 

LIB3474-007-P1-K1-B5 

BLASTX 

g2182029 

262 

6.0e-23 

50 
100 

(Y13437) shaggy-like kinase etha (OSKetha) [Oryza sativa] 



404452 

LIB3474-007-P1-K1-B6 

BLASTX 

gl076725 

250 

1.0e-21 

86 

64 

NADPH dehydrogenase (EC 1.6.99.1) 
>gi_683476_emb_CAA59228_ (X84738) 
[Hordeum vulgare] 



- barley 

NADPH dehydrogenase 



404453 

LIB3474-007-P1-K1-B7 

BLASTX 

gl922242 

206 

4.0e-16 

62 
66 

(Y10084) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



404454 



52094 







J_i±D04 /4 UU / el 3\± DO 




Method 


BLASTX 




NCBI GI 


g2293480 




BLAST score 


449 




E value 


l . Ue— 4 4 




Match lengtn 


Q Q 

by 




£ identity 






NCBI Description 


(ArUiiooij giycme-ncn protein [uryza sanv. 




Seq. No. 


4U4400 




beq. lu 


Jj1i504 /4 UU / ir 1 rvl rSy 




IvA ^ +■ Vi 

rietnoa 


15T 2i QTXT 
DiiriO 1 JN 




JNUDl vjJ. 


gi oyuo 




BLAST score 


56 




E value 


1.0e-22 




Match length 


1 "39 
1 -3Z 




-5 identity 


o 0 




NCBI Description 


Zea mays precursor of the oxygen evolving co] 






procem mruNii, compiei-e cus 


■sly 


Seq. No. 


A f\ A A C iC 

404400 




Seq. ID 


Llbo4 /4-UU / — rl-Jxl— L-l 




Method 


DT 7\ O T 1 V 
bilAoi A 


IB 


NCBI GI 


g5733089 




BLAST score 


449 




E value 


l . ue-oz 




Match length 


145 




% identity 


69 




NCBI Description 


(AFl/zool) amine oxidase [Oanavalia imeataj 




Seq. No. 


A r\ A AC} 

404457 


L.i 


Seq. ID 


Lloo4 / 4 — UU /-irl-rv.l-01U 




Method 






KIPRT fZT 
1N^.D-L vj-L 


LjiJUllO J 




BLAST score 


539 




E value 


3.0e-55 




Match length 


117 




% identity 


89 




NCBI Description 


THIAMINE BIOSYNTHETIC ENZYME 1-1 PRECURSOR 



>gi_213014 6_pir S61419 thiamine biosynthetic enzyme thil-1 

- maize >gi_596078 (U17350) thiamine biosynthetic enzyme 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404458 

LIB3474-007-P1-K1-C11 

BLASTX 

g4836917 

296 

1.0e-26 

147 

4 

(AC007153) 80099 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



404459 

LIB3474-007-P1-K1-C12 

BLASTX 

g!708924 



52095 



BLAST score 


579 


E value 


8.0e-60 


Match length 


131 


% identity 


83 


NCBI Description 


MALATE 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



DOREDUCTASE (MALIC ENZYME) (ME) (NADP-DEPENDENT 
MALIC ENZYME) (NADP-ME) >gi_515759 (L34836) malate 
dehydrogenase (NADP+) [Vitis vinifera] 

404460 

LIB3474-007-P1-K1-C2 

BLASTN 

g3695004 

44 

2.0e-15 

64 

92 

Zea mays pyruvate dehydrogenase kinase isoform 2 mRNA, 
nuclear gene encoding mitochondrial protein, complete cds 



Seq. No. 


404461 


Seq. ID 


LIB3474-007-P1-K1-C3 


Method 


BLASTX 


NCBI GI 


g4539334 


BLAST score 


173 , 


E value 


3.0e-12 


Match length 


88 


% identity 


45 


NCBI Description 


(AL035539) putative protein [Arab 


Seq. No. 


404462 


Seq. ID 


LIB3474-007-P1-K1-C4 


Method 


BLASTX 


NCBI GI 


g4580456 


BLAST score 


329 


E value 


1.0e-30 


Match length 


114 


% identity 


56 


NCBI Description 


(AC006081) unknown protein [Arabi 


Seq. No. 


404463 


Seq. ID 


LIB3474-007-P1-K1-C5 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


38 


E value 


5.0e-12 


Match length 


38 


% identity 


100 


NCBI Description 


Homo sapiens PEX1 mRNA, complete 


Seq. No. 


404464 


Seq. ID 


LIB3474-007-P1-K1-C8 


Method 


BLASTX 


NCBI GI 


gl839022 


BLAST score 


672 


E value 


1.0e-70 


Match length 


159 


% identity 


74 



52096 



# 



NCBI Description (Y11121) amino" acid carrier [Ricinus communis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404465 

LIB3474-007-P1-K1-D2 

BLASTX 

g3913018 

644 

2.0e-67 

143 

92 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 
(ALDP) >gi_218155_dbj_BAA02730_ (D13513) chloroplastic 
aldolase [Oryza sativa] 

404466 

LIB3474-007-P1-K1-D3 

BLASTX 

g3913437 

735 

3.0e-78 

149 
95 

PUTATIVE PRE-MRNA SPLICING FACTOR ATP- DEPENDENT RNA 
HELICASE >gi_1402875_emb_CAA66825_ (X98130) RNA helicase 
[Arabidopsis thaliana] >gi__l 4 952 7 l_emb_CAA6 66 13_ (X97970) 
RNA helicase [Arabidopsis thaliana] 



s i| 'i 


Seq. No. 


404467 


- 


Seq. ID 


LIB3474-007-P1-K1-D4 




Method 


BLASTX 




NCBI GI 


gl321661 




BLAST score 


483 




E value 


9.0e-49 




Match length 


96 




% identity 


99 


ii.—J 


NCBI Description 


(D45423) ascorbate peroxidase [Oryza 




Seq. No. 


404468 




Seq. ID 


LIB3474-007-P1-K1-D5 




Method 


BLASTX 




NCBI GI 


g417154 




BLAST score 


706 




E value 


8.0e-75 




Match length 


137 




% identity 


99 




NCBI Description 


HEAT SHOCK PROTEIN 82 >gi 100685 pir 



_S25541 heat shock 
protein 82 - rice {strain Taichung Native One) 
>gi_20256_emb_CAA77978_ (Z11920) heat shock protein 82 
(HSP82) [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



404469 

LIB3474-007-P1-K1-D6 

BLASTX 

gl698670 

173 

2.06-12 

96 



52097 



% identity 

NCBI Description 



36 

(U66241) S-iike RNase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404470 

LIB3474-007-P1-K1-D8 

BLASTX 

g3914603 

783 

8.0e-84 

151 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE, 
CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) >gi_1778414 
(U74321) ribulose-1, 5-bisphosphate carboxylase/oxygenase 
activase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score - 

E value 

Match length 

% identity 

NCBI Description 



404471 

LIB3474-007-P1-K1-D9 

BLASTX 

g4325041 

487 

4.0e-49 

142 

73 

(AF117339) 
tabacum] 



FtsH-like protein Pftf precursor [Nicotiana 



Seq. No. 


404472 


Seq. ID 


LIB3474-007-P1-K1-E10 


Method 


BLASTN 


NCBI GI 


g5360229 


BLAST score 


266 


E value 


1.0e-148 


Match length 


266 


% identity 


100 


NCBI Description 


Oryza sativa mRNA for ] 


Seq. No. 


404473 


Seq. ID 


LIB3474-007-P1-K1-E11 


Method 


BLASTX 


NCBI GI 


g2370232 


BLAST score 


254 


E value 


2.0e-22 


Match length 


48 


% identity 


94 


NCBI Description 


(A JO 01341) putative ac; 


Seq. No. 


- 404474 


Seq. ID 


LIB3474-007-P1-K1-E12 


Method 


BLASTX 


NCBI GI 


g3201541 


BLAST score 


246 


E value 


6.0e-21 


Match length 


112 


% identity 


54 


NCBI Description 


(AJ005077) TCTR2 prote: 



52098 



beq. No. 


A D A A *7 R 

4U4 4 / 0 


beq. 1U 


t Tn^^Tyi— nn*7 — di — tri — tt9 
Lixr5j4 /4 — UU / rl ul Li 




dt a city 


NCBI GI 


g3158476 


BLAST score 


388 


E value 


i . ue j i 


Match length 




■3 identity 




XT O "T" T~\ ^ j-^ -y~- * -ir^v -f— i « 

inoij± uescripuion 




C « >vT^ 

beq. No. 


A C\ A AH £ 

4U44 / 0 


beq. iu 


T TT11.A 7 A — Dm — D1 — Tfl _T? /I 
J_ilr5j4 /4~UU /"Jrl J\l 


PuT 4" r> /"s /""J 

L*ieunou 


DLiTXO 1 A 


IN J3 J- OX 


a 0l 9Q749 


BLAST score 


263 


E value 


6.0e-23 


Match length 


71 


% identity 


65 


NCBI Description 


stress-induced protein 1 



[Samanea saman] 



thaliana >gi_790583 (U20347) mRNA corresponding to this 
gene accumulates in response to ozone stress and pathogen 
(bacterial) infection; putative pathogenesis-related 
protein [Arabidopsis thaliana] >gi_2252869 (AF013294) No 
definition line found [Arabidopsis thaliana] 



Seq. No. 


404477 


Seq. ID 


LIB3474-007-P1-K1-E6 


Method 


BLASTX 


NCBI GI 


g3287270 


BLAST score 


281 


E value 


5.0e-25 


Match length 


67 


% identity 


75 


NCBI Description 


(Y09533) involved in s- 


Seq. No. 


404478 


Seq. ID 


LIB3474-007-P1-K1-E7 


Method 


BLASTX 


NCBI GI 


g4126809 


BLAST score 


585 


E value 


9.0e-61 


Match length 


110 


% identity 


56 


NCBI Description 


(AB017042) glyoxalase 


Seq. No. 


404479 


Seq. ID 


LIB3474-007-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


g2827039 


BLAST score 


168 


E value 


4.0e-12 


Match length 


74 


% identity 


46 


NCBI Description 


(AF008444) chloroplast 




thaliana] 



I [Oryza sativa] 



Seq. No, 



404480 



52099 



Seq. ID 


17 LlB3474-007-Pl-Kl-F10 - 


Method 


BLASTX 


NCBI GI 


g6006801 


BLAST score 


412 


E value 


3. Oe-40 


lid Uv^il XdlU I— -L± 


110 


% i dpnl" it" v 


69 


NCBI Description 


(AF156783) apyrase [Arabidopsis 


Sea No 


404481 


Seq. ID 


LIB3474-007-P1-K1-F11 


Method 


BLASTX 


NCBI GI 


g5360230 


BLAST score 


649 


E value 


4.0e-68 


Match length 


117 


% identity 


99 


NCBI Description 


(AB015287) Ran [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404482 

LIB3474-007-P1-K1-F3 

BLASTX 

g417154 

428 

3.0e-42 

88 

99 

HEAT SHOCK PROTEIN 82 >gi_100685__pir S25541 heat shock 

protein 82 - rice (strain Taichung Native One) 
>gi_20256_emb_CAA77978_ (Z11920) heat shock protein 82 
(HSP82) [Oryza sativa] 



Seq. No. 


404483 


Seq. ID 


LIB3474-007-P1-K1-F4 


Method 


BLASTX 


NCBI GI 


g5080800 


BLAST score 


277 


E value 


2.0e-24 


Match length 


136 


% identity 


41 


NCBI Description 


(AC007576) Hypothetical protein 


Seq. No. 


404484 


Seq. ID 


LIB3474-007-P1-K1-F5 


Method 


BLASTX 


NCBI GI 


g6006801 


BLAST score 


170 


E value 


2.0e-12 


Match length 


46 


% identity 


63 


NCBI Description 


(AF156783) apyrase [Arabidopsis 



Seq. No. 404485 

Seq. ID LIB3474-007-P1-K1-F6 

Method BLASTX 

NCBI GI g6041824 

BLAST score 165 



52100 



E value 


z . Ue— 11 


jyiatcn length 


/y 


% identity 


yi iC 

4o 


iNutii Description 


(ACUUyyio) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


404486 


beq. lu 


LIB34 /4-QU /-Pl-Kl-Fo 


Method 


BLASTX 


NCBI GI 


g4581139 


BLAST score 


432 


E value 


1 . Ue-4z 


Match length 


lZ4 


-6 identity 


67 


inl.£51 Description 


lAUUUoyiyj putative AbL transporter [Arabidopsis tnaliana 


Seq. No. 


VI A A A A *7 

404487 


■beq. ijj 


L1B34 /4-OU /-Pl-Kl-Fy 


ixie unoci 




NCBI GI 


g2306981 


BLAST score 


339 


E value 


T A * "DA 

7 . Oe-32 


Match length 


60 


% identity 


AT 

97 


nudi Description 


(AFulUJ^l) pnotosystem I antenna protein [Oryza sativa] 


Seq. No. 


404488 


beq. ID 


LIB3474-007-P1-K1-G1 


Jxietnoa 


BLASTX 


NCBI GI 


g225814 


BLAST score 


242 


E value 


2. Oe-20 


Match length 


88 


% identity 


52 


NOrsi JJescription 


CPase I A [Hordeum vulgare var. distichum] 


Seq. No. 


404489 


beq. ID 


LIB34 74-007-P1-K1-G10 


Method 


tit 71 omv 
BLAblX 


NCdI Cjl 


qZ f 1 3154 


BLAST score 


244 


E value 


1. Oe-20 


Match length 


120 


% identity 


43 


NCBI Description 


(AF039573) abscisic acid- and stress-inducible protein 




[Oryza sativa] 


Seq. No. 


404490 


Seq. ID 


LIB3474-007-P1-K1-G12 


Method 


BLASTX 


NCBI GI 


g6006853 


BLAST score 


233 


E value 


5 . Oe-33 


Match length 


101 


% identity 


72 


NCBI Description 


(AC009540) unknown protein [Arabidopsis thaliana] 


Seq. No. 


404491 



52101 



oeq. xu 


T TR"347 d — 007— Pi — Kl —C/) 




JD J_i.tt.i_> ± A 


NCBI GI 


g3618310 


BLAST score 


347 


E value 




Match, length 


QQ 


identity 


OO 


vi\^ox uescription 


( ZXRO 0 1 P 8 "3 ^ 7i np f i na^r nrnf pi n \C)v*\7 7?\ =!3f i Vfll 
\nDUU100J j J_ CL r ^ [wiy o a. _. __ vaj 


Seq. No. 




oeg* ±L> 


T TR^_17_l — 007 — Pi -Kl -CA 




DLiJt\0 X A 


NCBI GI 


g3702323 


BLAST score 


280 


E value 




Match length 


H R 

/ o 


% identity 


/ o 


NCBI Description 


vAuuuoj>y/; unjcnown protein [Hraoiciopsis unciiiariaj 


Seq. No. 


A C\ A A d *_ 

4U44 yj 


oeq* id 


T TR^4 74— 007 — PI — Tfl — PR 


Method 


o__j_-i.O 1 A 


NCBI GI 


g746487 


BLAST score 


171 


E value 


z> . ue — xz 


Matcn lengtn 


1 AC 

lub 


% identity 


/l o 

4__ 


NCBI Description 


(UzJol4j No aeiinition line rouna [uaenornaDaitiis 


Seq. No. 


A A JI A Cl A 

404494 


Ort r*r TVS 

beq. id 


1i1i_o4 /4 — UU / ~rl _ r\.l bO 


Method 


DT ZiCTV 
J_)li_-_.D 1 A 


NCBI GI 


g4680491 


BLAST score 


187 


E value 


4 . Ue 14 


Matcn lengtn 


ou 


% identity 


/u 


NCBI Description 


\i\£ iiyzzz j nyponneuicai procem L^J-yza sauivaj 


Seq. No. 


41)44^0 


beq. ID 


lilbo4 /4~ UU /~rl-l\l-bo 


Method 




NCBI GI 


g5616313 


BLAST score 


176 


E value 


y . ue~io 


Matcn lengtn 


41 


% identity 


1 b 


jnu£5± Description 


^firioui?/ / / zinc linger proT-win Lirioum oduivumj 


Seq. No. 


a r\ A /I fit 

4U44 yb 


Seq. ID 


T TDO Jl 7 ^ AA*7 t-j1 TSl /Ti 

LIBJ4 /4-Uu /-Pl-Kl-Gy 


lYLeT-ilQCl 


JDJ_Lrt.O X A 


NCBI GI 


g3800853 


BLAST score 


159 


E value 


9.0e-ll 


Match length 


74 


% identity 


55 



52102 



NCBI Description 



(AF084478) ribulose-1, 5-bisphosphate carboxylase/oxygenase 
activase precursor [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404497 

LIB3474-007-P1-K1-H1 

BLASTX 

g266893 

576 

1.0e-59 

114 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE, 
CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) 

>gi_322416_pir S28172 ribulose-bisphosphate carboxylase 

activase - cucumber >gi_1828 4_emb_CAA4790 6_ (X67674) 
rubisco activase [Cucumis sativus] 



Seq. No. 


404498 


Seq. ID 


LIB3474-007-P1-K1-H11 


Method 


BLASTX 


NCBI GI 


g3881976 


BLAST score 


644 


E value 


2.0e-67 


Match length 


157 


% identity 


77 


NCBI Description 


(AJ012409) hypothetical protein [Homo 


Seq. No. 


404499 


Seq. ID 


LIB3474-007-P1-K1-H5 


Method 


BLASTX 


NCBI GI 


g68843 


BLAST score 


309 


E value 


3.0e-28 


Match length 


91 


% identity 


68 


NCBI Description 


phospholipid transfer protein homolog 



>gi_4139635_j?db_lRZL_ Rice Nonspecific Lipid Transfer 
Protein >gi_5107522_pdb_lBV2_ Lipid Transfer Protein From 
Rice Seeds, Nmr, 14 Structures 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404500 

LIB3474-007-P1-K1-H6 

BLASTX 

gl084455 

364 

9.0e-35 

80 

91 

peptidylprolyl isomerase (EC 5.2.1.8) Cyp2 - rice 
>gi_600767 (L29469) cyclophilin 2 [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



404501 

LIB3474-007-P1-K1-H7 

BLASTX 

g3075488 

431 

1.0e-42 



52103 



? Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value - 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



101 
82 

(AF058796) 



chlorophyll a/b-binding protein [Oryza sativa] 



404502 

LIB3474-007-P1-K1-H8 

BLASTX 

g399213 

635 

2.0e-66 

140 

89 

ATP-DEPENDENT CLP PROTEASE ATP-BINDING SUBUNIT CLPA HOMOLOG 

CD4B PRECURSOR >gi_100190_pir B35905 CD4B protein - tomato 

>gi_170435 (M32604) ATP-dependent protease (CD4B) 
[Lycopersicon esculentum] 

404503 

LIB3474-008-P1-K1-A12 

BLASTX 

g2407281 

641 

3.0e-67 

122 
98 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 



Seq. No. 


404504 


Seq. ID 


LIB3474-008-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


g3757521 


BLAST score 


379 


E value 


3.0e-36 


Match length 


122 


% identity 


53 


NCBI Description 


(AC005167) unknown protein [Arabidopsi 


Seq. No. 


404505 


Seq. ID 


LIB3474-008-P1-K1-A6 


Method 


BLASTX 


NCBI GI 


gl29916 


BLAST score 


791 


E value 


1.0e-84 


Match length 


166 


% identity 


93 


NCBI Description 


PHOS PHOGLYCERATE KINASE , CYTOSOLIC >gi 



phosphoglycerate kinase (EC 2.7.2.3), cytosolic - wheat 
>gi_21835_emb_CAA33302__ (X15232) phosphoglycerate kinase 
(AA 1 - 401) [Triticum aestivum] 

Seq. No. 404506 

Seq. ID LIB3474-008-P1-K1-A9 

Method BLASTX 

NCBI GI g5922612 

BLAST score 420 

E value 4.0e-41 



52104 



Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



© 

152 
57 

(AP000492) EST AU078118 (E3904 ) corresponds to a region of 
the predicted gene.; similar to Arabidopsis thaliana BAC 
IG002P16; No definition line found. (AF007270) [Oryza 
sativa] 

404507 

LIB3474-008-P1-K1-B1 

BLASTX 

g2052383 

265 

5.0e-23 

54 

83 

(U66345) calreticulin [Arabidopsis thaliana] 
404508 

LIB3474-008-P1-K1-B3 

BLASTX 

g4588906 

685 

3.0e-72 

147 

90 

(AF118149) ribosomal protein S7 [Secale cereale] 
404509 

LIB3474-008-P1-K1-B7 

BLASTX 

g5107831 

347 

1.0e-32 

162 

11 

(AF149413) contains similarity to protein kinase domains 
(Pfam F00069, Score=162.6, E=6.8e-45, N=l) and leucien rich 
repeats (Pfam PF00560, Score=210.7, E=2.2e-59, N-10) 
[Arabidopsis thaliana] 

404510 

LIB3474-008-P1-K1-B8 

BLASTX 

gll84774 

583 

3.0e-60 

135 

82 

(U45856) cytosolic glyceroldehyde-3-phosphate dehydrogenase 
GAPC3 [Zea mays] 

404511 

LIB3474-008-P1-K1-B9 

BLASTX 

g2501189 

433 

9.0e-43 



52105 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



128 
70 

THIAMINE BIOSYNTHETIC ENZYME 1-1 PRECURSOR 

>gi_213014 6_pir S61419 thiamine biosynthetic enzyme thil-1 

- maize >gi_596078 (U17350) thiamine biosynthetic enzyme 
[Zea mays] 

404512 , ~ 

LTB3474-008-P1-K1-C11 " ' ' 

BLASTX 

g5902394 

402 

5.0e-39 

134 

56 

(AC008148) Putative phosphoglucomutase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404513 

LIB3474-008-P1-K1-C2 

BLASTX 

g3880922 

223 

5.0e-18 

173 
37 

(Z99271) similar to zinc metallopeptidase (M8 family); cDNA 
EST EMBL:C07771 comes from this gene; cDNA EST EMBL:C09261 
comes from this gene; cDNA EST yk259cl.5 comes from this 
gene [Caenorhabditis elegans] 

404514 

LIB3474-008-P1-K1-C3 

BLASTX 

g3885328 

276 

3.0e-24 

84 

61 

(AC005623) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404515 

LIB3474-008-P1-K1-C4 

BLASTX 

g5103810 

290 

6.0e-26 

59 

80 

(AC007591) Similar to gb_X79273 cytochrome c reductase 
hinge protein subunit from Solanum tuberosum. ESTs 
gb_T4 5282 and gb_T21596 come from this gene. [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 



404516 

LIB34 74-008-P1-K1-C5 



52106 











BLAST score 


454 


E value 


3.0e-45 


Match length 


1 yl 1 
141 


-s identity 


OU 


NCBI Description 


(AC008148) Putative phosphoglucomutase [Arabidopsis 




thaliana] 


beq. No. 


4U451 / 


oecj. 1JJ 


T TT3^ A 1 A —H 0 P — Dl — K"1 —HH 
J_ilr5,34 /5~UUo rl ul V// 




RT ac;TY 


NCBI GI 


g3426039 


BLAST score 


457 


E value 


z . ue — 43 


JxiaTicn lengtn 


Ibl 


% identity 


Dl 


iN^rsj. Description 


^iiuuuoiooj unKnown protein L-^-^S-oio-ops^-S unananaj 


O a. XT 

beq. No. 


A A A C 1 O 

4U4olo 


oeq. iu 


T T T3 "3 i4 7 ^1 — nnfi- Dl _i<ri _rQ 
Li1jdJ4 / 4~UUO rl J\l 


lxiei-nuci 


DlirtO 1 LN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


-Z . Ue-10 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone z /Ao-1 


Seq. No. 


404519 


beq. iu 


J_iltso4 / 4 — UUo-Fl— Kl-Cy 




RT aQTY 


NCBI GI 


g5042435 


BLAST score 


349 


E value 


1 . Ue- o 1 


Match length 


Izi 


% identity 


61 


NCBI Description 


tAUUUDiyoj unKnown protein LAraDiaopsis rnaiianaj 


Seq. No. 


404520 


Qo/t T n 

oeq. xjj 


Llrio4 / 4 — UUo-rl— J\1 _ U11 




olxRo 1 A 




y jjIju jlo 


BLAST score 


472 


E value 


2.0e-47 


Match length 


101 


% identity 


95 


NCBI Description 


FRUCTOSE-B IS PHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 



(ALDP) >gi_218155_dbj_BAA02730_ (D13513) chloroplastic 
aldolase [Oryza sativa] 



Seq. No. 404521 

Seq. ID LIB3474-008-P1-K1-D2 

Method BLASTX 

NCBI GI g3435096 

BLAST score 273 

E value 6.0e-24 



52107 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



101 
55 

(AF033587) 



SRZ21 [Arabidopsis thaliana] 



404522 

LIB3474-008-P1-K1-D3 

BLASTX 

gl698670 

299 

5.0e-27 

134 

41 

(U66241) S-like RNase [Zea mays] 
404523 

LIB3474-008-P1-K1-D5 

BLASTX 

gl30718 

319 

2.0e-29 

98 

65 

ACID PHOSPHATASE PRECURSOR 1 >gi_170370 (M83211) acid 
phosphatase type 1 [Lycopersicon esculentum] >gi_170372 
(M67474) acid phosphatase type 5 [Lycopersicon esculentum] 

>gi__445121_prf 1908427A acid phosphatase 1 [Lycopersicon 

esculentum] 

404524 

LIB3474-008-P1-K1-D6 

BLASTX 

g5006857 

242 

2.0e-20 

61 

79 

(AF145730) homeodomain leucine zipper protein [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



404525 

LIB3474-008-P1-K1-D8 

BLASTX 

g3914603 

759 

7.0e-81 

154 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE, 
CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) >gi_1778414 
(U74321) ribulose-1, 5-bisphosphate carboxylase/oxygenase 
activase [Oryza sativa] 

404526 

LIB3474-008-P1-K1-D9 

BLASTN 

g2062705 

36 



52108 



0 



E value 


7 n^-i 1 
/ • ue xx 


ixiai-cn iciigtn 




is identity 


1 nn 
xuu 






064. WO. 


4U40Z / 


OSq. 1U 


XjXJD04 UUO rl M JIilU 




RT.A9TX 


NCBI GI 


g3158476 ' - - . 


BLAST score 


335 


E value 


0 . ue 0 x 


Match length 


QQ 

y y 


% identity 


bo 


Wf R T np^rTi "i nn 


\nr yu / 10 J j d^u.ci^JvJX xii ]_ ocuUdll^a. octllla.il J 


oeq. no. 


AHA COQ 


Ocq* XU 


XjXJ3o^± /4 UUO rl I\X EaZ. 


Mot* hriH 


■DJ_Lrt.O ± IN 


NCBI GI 


g6063530 


BLAST score 


49 


vaiue 


0 . ue-io 


Match length 




% identity 


yi 


LNOD-L UCoLIipClUIl 


uxyzid bdiiva gerioiuxc jjiNri^ cnroiuosoiLie o/ 


oeq. No. 


4U4bzy 


oeq. 1JJ 


T TT5 "5 A H A — O HQ — .D1 — VI TTQ 


jyjetnoa 


JDXjAO 1 A 


NCBI GI 


g4512653 


BLAST score 


405 


E value 




Match length 


loU 


^ identity 


ol 


NCBI Description 


t/\uuu/U4oj unknown protein [AraJoiaopsxs 


oeq. wo. 


^ c\ a con 
4U40JU 


q Drr in 


XjXoJ4 / 4 UUO rl J\l l4 


L w lc LilUU. 


OlxriO 1 A 


1M J_) -L OJ_ 




BLAST score 


180 


E value 


9.0e-14 


Match length 


ol 


% identity 


/ 1 


NCBI Description 


(D85764) cytosolic monodehydroascorbate 




sat i va] 


oeq. no. 


a n A c 01 
4U4ool 


oeq. xjj 


XjXdo4 / 4 — UUo — rl—i\l— J1jO 


L\lfcr U11UU 


OXirtO 1 IN 




y juii / ou 


BLAST score 


35 


E value 


5.0e-10 


Match length 


35 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 



clone: P0043E01 



Seq. No. 



404532 



52109 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3474-008-P1-K1-F10 

BLASTX 

g4678311 

215 

2.0e-17 

63 

70 

(AL049655) aquaporin/MIP-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404533 

LIB3474-008-P1-K1-F12 

BLASTN 

g2773153 

36 

3.0e-ll 

68 

88 

Oryza sativa abscisic acid- 
(Asrl) mRNA, complete cds 



and stress-inducible protein 



404534 

LIB3474-008-P1-K1-F2 

BLASTX 

g3851003 

286 

2.0e-25 

60 

97 

(AF069910) pyruvate dehydrogenase El beta subunit isoform 3 
[Zea mays] 

404535 

LIB3474-008-P1-K1-F4 

BLASTX 

g3288821 

468 

7.0e-47 

114 

77 

(AF063901) alanine : glyoxylate aminotransferase; 
transaminase [Arabidopsis thaliana] 
>gi_4733989_gb_AAD28669.1_AC007209_5 (AC007209) 
alanine-glyoxylate aminotransferase [Arabidopsis thaliana] 

404536 

LIB3474-008-P1-K1-F5 

BLASTX 

g3549667 

480 

3.0e-48 

129 

70 

(AL031394) Arabidopsis dynamin-like protein ADL2 
[Arabidopsis thaliana] 



Seq. No. 



404537 



52110 



beq. 1JJ 


LilJ30 4 / 41 "UUO c 1 SS.1 c 0 


Method 


fit t\ OrplVT 

BLASTN 


NCBI GI 


-_0 "7*7 "3 T C; Q 


BLAST score 


360 


E value 


0.0e+00 


Match length 


*2 Q A 

3o4 


% identity 




NCBI Description 


Oryza sativa abscisic acid- and stress - inducible protein 




(Asrl) niRNA, coinplete cds 


Seq. No. 


404538 


Seq. ID 


LlBo4 / 4-UUo-Jr 1— i\l-*bl 


Method 


TDT 7\ O TV 

BLAolA 


NCBI GI 


g4469021 


BLAST score 


383 


E value 


o . lie- J / 


Match length 


luo 


% identity 


70 


NCBI Description 


(ALUJobuzj nypotnericai protein [AraDiuopsis inananaj 


Seq. No. 


404539 


Seq. ID 


LIB34 /4-UUo-Pl-Ki-Grll 


Method 


BLASTX 


NCBI GI 


gl23620 


BLAST score 


434 


E value 


5.0e-43 


Match length 


84 


% identity 


98 


NCBI Description 


HbAT orlUUK LUbiNAiiii /U i\.D rKUlhlW z >gi 1UUZZ4 plj- o±4^0U 




heat shock cognate protein 70 - tomato 




>gi 19258 emb CAA37971 (X54030) heat shock protein cogna 




70 [Lycopersicon esculentum] 


Seq. No. 


404540 


Seq. ID 


LIB34 /4-UUo-Fi-Kl-CjZ 


Method 


tjT 7\ c mv 

BJjAo IX 


NCBI GI 


g4337192 


BLAST score 


395 


E value 


3 . Oe-oo 


Match length 


147 


% identity 


53 


NCBI Description 


(AC0uo4u3) nypotnetical protein [Araoiaopsis tnaixanaj 


Seq. No. 


404541 


Seq. ID 


T T Ti O A H A DAO "Dl TV"! O 

Llbo4 / 4-UUo-Jrl— 


Method 


T3T 7\ C rpv 

nliAb 1 A 


NCBI GI 


gl652649 


BLAST score 


244 


E value 


1 . Oe-20 


Match length 


95 


% identity 


52 


NCBI Description 


[uyuyu/; nypo tneticai protein [oynecnocysns sp.j 


Seq. No. 


404542 


Seq. ID 


LIB3474-008-P1-K1-G4 


Method 


BLASTX 


NCBI GI 


g4455275 



52111 



BLAST score 


269 


E value 




Match length 


inn 

iuy 


% identity 


o / 


NCBI Description 


(AL035527) putative protein [Arabidopsis thaliana] 


Seq. No. 


A C\ A C A 1 

404D4J 


oeq. iu 


T TH^AH A — C\C\Q — PI — Jk"l —PR 


Method 


dt B Q^fNT 
Diifib 1 IN 


NCBI GI 


g6015437 


BLAST score 


36 


E value 


d . Ue-ii 


Match length 


36 


% identity 


100 


NCBI Description 


Homo sapiens PEX1 mRNA, complete cds 


Seq. No. 


404544 


beq. iu 




Method 




NCBI GI 


g4097342 


BLAST score 


163 


E value 


O Pi ^ 1 1 

Z . Oe-11 


Match length 


44 


% identity 


59 


NCBI Description 


(U57640) Bowman-Birk type trypsin inhibitor [Oryza sativa 


Seq. No. 


404545 


Seq. ID 


LIB3474-00o-Pl-Kl-Go 


Method 


"DT 7\ OTM 


\Tp TIT /""< T 

NCBI GI 


j-wC\ c o nnc 

gybcS yyo 


BLAST score 


153 


E value 


2.0e-80 


Match length 


225 


% identity 


93 


NCBI Description 


Oryza sativa clone glyceraldehyde-3-phosphate dehydrogena; 




(Gpc) mRNA, complete cds . 


Seq. No. 


404546 


beq. ID 


L1do4 / 4-UUo — rl-J\l— by 


Method 


DJ 7\ O rpv 


NCBI GI 


g4581156 


BLAST score 


616 


E value 


3 . Oe-64 


Match length 


158 


% identity 


75 


NCBI Description 


(AC006919) putative pyruvate kinase [Arabidopsis thaliana 


Seq. No. 


404547 


Seq. ID 


LIBo4 /4-UUo— P1-K1-H1 


Method 


"DT A C T*i V 


INUtix bi 


g4y / Zoo o 


BLAST score 


264 


E value 


6.0e-23 


Match length 


129 


% identity 


43 


NCBI Description 


(AF132150) unknown [Drosophila melanogaster ] 



52112 



beq. no. 


Apt A 


oeq* xu 


T,TR^474-nnft-Pl -K1 -HI 0 

lllDJI / '4 UUO IT J. IvX illy 




£jJ_iriO 1 A 


NCBI GI 


g3212851 


BLAST score 


193 


E value 


/ . ue id 


Match lengtn 


Q Q 

oo 


% identity 


4 O 


ncdx uescr lpLion 




beq. no. 


APiA^AQ 


oeq. iLi 


T TR^474-DnP-P1 -PCI -HI 1 


T\A>~\ +- V-> /-\ 
L V JG LI1UU. 


JDJ_i.tt.kj X z\ 


NCBI GI 


g2224810 


BLAST score 


185 


E value 


x . ue ij 


Match length 


DO 


% identity 


CQ 

D 






beq. no. 




beg. xjj 


T TR^474 — Dfift-Pl — K"1 -Hi 9 
XiXJjOfi / r± U UO JrJ. JaX __X_l 


Method 


DLiilb 1 A 


LNODX bl 


y j jji j j j 


BLAST score 


387 


E value 


2.0e-37 


Match length 


98 


% identity 


71 


NCBI Description 


SUPEROXIDE DISMUTASE-2 [CU- 



>gi_2660798 (AF034832) 
cytosolic copper/zinc superoxide dismutase 
[Mesembryanthemum crystallinum] 



Seq. No. 


404551 


Seq. ID 


LIB3474-008-P1-K1-H2 


Method 


BLASTX 


NCBI GI 


g4741942 


BLAST score 


188 


E value 


2.0e-14 


Match length 


61 


% identity 


61 


NCBI Description 


(AF134121) Lhca5 protein [Arabidopsis 


Seq. No. 


404552 


Seq. ID 


LIB3474-008-P1-K1-H4 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


36 


E value 


1.0e-10 


Match length 


36 


% identity 


100 


NCBI Description 


Homo sapiens PEX1 niRNA, complete cds 


Seq. No. 


404553 


Seq. ID 


LIB3474-008-P1-K1-H6 


Method 


BLASTX 


NCBI GI 


g3885888 


BLAST score 


165 



52113 



E value 


2 . Oe-11 


Match length 


78 


% identity 


51 


NCBI Description 


(AF093632) high mobility group prot< 


Seq. No. 


404554 


Seq. ID 


TTnOVITX A A O ni T/1 ttT 

LIB34 /4-OUo-Pl-Kl-H / 


Method 


BLASTX 


NCBI GI 


g4160280 


BLAST score 


210 


E value 


i a ^. i s~ 

1 . Oe-lo 


Match length 


60 


% identity 


65 


NCBI Description 


/ -71 T A A A A Jl \ . "I _ _ _ * J 1 ^ T_ J 

(AJ006224) purple acid phosphatase 


Seq. No. 


404555 


Seq. ID 


T Tfll JIT ^ AAA ni 1V1 7\ 1 A 

LIB3474-009-P1-K1-A10 


Mernoa 


BLASTX 






BLAST score 


601 


E value 


2.0e-62 


Match length 


116 


% identity 


100 


NCBI Description 


THIOREDOXIN H-TYPE (TRX-H) (PHLOEM 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_426442_dbj__BAA04864_ (D21836) thioredoxin h [Oryza 
sativa] >gi_454882_dbj_BAA05546_ (D26547) rice thioredoxin 
h [Oryza sativa] >gi_1930072 (U92541) thioredoxin h [Oryza 
sativa] 

404556 

LIB3474-009-P1-K1-A12 

BLASTX 

g3850621 

652 

2.0e-68 

136 
86 

(Y15382) putative RNA binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



404557 

LIB3474-009-P1-K1-A3 

BLASTX 

g3928088 

227 

6.0e-19 

92 

48 

(AC005770) putative peroxidase [Arabidopsis thaliana] 
404558 

LIB3474-009-P1-K1-A4 

BLASTN 

g6015437 

37 

2. 0e-ll 
48 



.52114 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



66 

Homo sapiens PEX1 mRNA, complete cds 
404559 

LIB3474-009-P1-K1-A5 

BLASTX 

g2674203 

431 

4.0e-45 

105 

83 

(AF036328) CLP protease regulatory subunit CLPX 
[Arabidopsis thaliana] 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404560 

LIB3474-009-P1-K1-A7 

BLASTX 

g4467145 

248 

4.0e-21 

98 

51 

(AL035540) 
thaliana] 



farnesylated protein (ATFP6) [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404561 

LIB3474-009-P1-K1-A8 

BLASTX 

g266893 

746 

4.0e-81 

160 

94 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE, 
CHLOROPLAST PRECURSOR {RUBISCO ACTIVASE) 

>gi_322416_pir S28172 ribulose-bisphosphate carboxylase 

activase - cucumber >gi_18284_emb_CAA47 906_ (X67674) 
rubisco activase [Cucumis sativus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404562 

LIB3474-009-P1-K1-A9 

BLASTN 

g5456937 

46 

4.0e-17 

46 

100 

Oryza sativa rps9 mRNA for ribosomal protein S9, 
cds 



complete 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



404563 

LIB3474-009-P1-K1-B10 

BLASTX 

g!790483 

161 

6.0e-ll 
60 



52115 



% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55 

(AE000478) orf, hypothetical protein [Escherichia coli] 
404564 

LIB3474-009-P1-K1-B11 

BLASTX 

g2499611 

304 

1.0e-27 

65 
83 

MITOGEN-ACTIVATED PROTEIN KINASE HOMOLOG 7 (MAP KINASE 7) 

(ATMPK7) >gi_629548__pir S40473 mitogen-activated protein 

kinase 7 (EC 2.7.1,-) - Arabidopsis thaliana 
>gi_457406_dbj_BAA04870_ (D21843) MAP kinase [Arabidopsis 
thaliana] 



Seq. No. 


404565 


Seq. ID 


LIB3474-009-P1-K1-B12 


Method 


BLASTX 


NCBI GI 


g3043428 


BLAST score 


578 


E value 


1.0e-59 


Match length 


129 


% identity 


84 


NCBI Description 


(AJ005346) 40S ribosomal protein S5 [Cicer arietinum] 


Seq. No. 


404566 


Seq. ID 


LIB3474-009-P1-K1-B5 


Method 


BLASTX 


NCBI GI 


g2501189 


BLAST score 


325 


E value 


3.0e-30 


Match length 


85 


% identity 


75 


NCBI Description 


THIAMINE BIOSYNTHETIC ENZYME 1-1 PRECURSOR 




>gi_2130146_pir S61419 thiamine biosynthetic enzyme 



- maize >gi_596078 (U17350) 
[Zea mays] 



thiamine biosynthetic enzyme 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404567 

LIB3474-009-P1-K1-B7 

BLASTX 

g4454026 

348 

8.0e-33 

109 

62 

(AL035394) phosphatase like protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



404568 

LIB3474-009-P1-K1-B8 

BLASTX 

g4490316 

402 

^.0e-39 
118 



52116 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match lenqth 

% identity 

NCBI Description 



62 

(AL035678) nucellin-like protein [Arabidopsis thaliana] 
404569 

LIB3474-009-P1-K1-B9 

BLASTX 

g729478 

204 

2.0e-16 

40 
88 

FERREDOXIN — NADP REDUCTASE, LEAF ISOZYME PRECURSOR (FNR) 
>gi_442481_dbj_BAA04616_ (D17790) f erredoxin-NADP+ 
reductase [Oryza sativa] >gi_606964 9_dbj_BAA85425 . 1_ 
(AP000616) ESTs AU078647 {E1557 ) , C72400 (E1557 ) correspond to 
a region of the predicted gene.; similar to 
ferredoxin-NADP+ reductase (D17790) [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404570 

LIB3474-009-P1-K1-C10 

BLASTX 

gl31388 

224 

2.0e-18 

101 

55 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi__100831_pir S16260 

photosystem II oxygen-evolving complex protein 1 - common 
wheat x Sanduri wheat >gi_21844_emb_CAA40670_ (X57408) 
33kDa oxygen evolving protein of photosystem II [Triticum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404571 

LIB3474-009-P1-K1-C11 

BLASTX 

g4454484 

161 

7.0e-ll 

57 

58 

(AC006234) 
thaliana] 



putative diacylglycerol kinase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404572 

LIB3474-009-P1-K1-C2 

BLASTN 

g3618309 

144 

2.0e-75 

152 

99 

Oryza sativa mRNA for zinc finger protein, 
clone :E10707 



complete cds, 



Seq. No. 



404573 



52117 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3474-009-P1-K1-C6 

BLASTX 

g6094002 

273 

5.0e-24 

60 

88 

60S RIBOSOMAL PROTEIN L12 >gi_2677830 (U93168) ribosomal 
protein L12 [Prunus armeniaca] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404574 

LIB3474-009-P1-K1-C7 

BLASTX 

g3885334 

328 

1.0e-30 

120 
57 

(AC005623) 
thaliana] 



putative argonaute protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404575 

LIB3474-009-P1-K1-D11 

BLASTN 

g4096078 

44 

2.0e-15 

68 

91 

Arabidopsis thaliana chromosome I BAC T5A14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404576 

LIB3474-009-P1-K1-D12 

BLASTX 

g4467099 

543 

2.0e-55 

139 

83 

(AL035538) glycine hydroxymethyltransf erase like protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404577 

LIB3474-009-P1-K1-D2 

BLASTX 

g4585882 

437 

3.0e-47 

148 

66 

(AC005850) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



404578 

LIB3474-009-P1-K1-D3 
BLASTX 



52118 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g465763 
154 

3.0e-14 

120 

47 

HYPOTHETICAL 70.9 KD PROTEIN 

>gi_630525__pir S4474 9 C06G4 

elegans >gi_409293 (L25598 
[Caenorhabditis elegans] 



C06G4.2 IN CHROMOSOME III 
2 protein - Caenorhabditis 
homology with calpain; putative 



404579 

LIB3474-009-P1-K1-D5 

BLASTN 

g4096078 

43 

7.0e-15 

67 

91 

Arabidopsis thaliana chromosome I BAC T5A14 genomic 
sequence , complete sequence [Arabidopsis thaliana] 

404580 

LIB3474-009-P1-K1-D6 

BLASTX 

g2407281 

494 

5.0e-50 

100 

97 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 



Seq. No. 


404581 


Seq. ID 


LIB3474-009-P1-K1-D7 


Method 


BLASTX 


NCBI GI 


g2662310 


BLAST score 


324 


E value 


4.0e-30 


Match length 


101 


% identity 


64 


NCBI Description 


(AB009307) bpwl [Hordeum vulgare] 


Seq. No. 


404582 


Seq. ID 


LIB3474-009-P1-K1-D8 


Method 


BLASTX 


NCBI GI 


g2088650 


BLAST score 


337 


E value 


2.0e-33 


Match length 


113 


% identity 


70 


NCBI Description 


(AF002109) peroxisomal ATP/ADP carrier 




[Arabidopsis thaliana] 


Seq. No. 


404583 


Seq. ID 


LIB3474-009-P1-K1-D9 


Method 


BLASTX 


NCBI GI 


g4115377 



52119 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177 

5.0e-13 

49 

80 

(AC005967) unknown protein [Arabidopsis thaliana] 
404584 

LIB3474-009-P1-K1-E4 

BLASTX 

gl00665 

740 

1.0e-78 

149 
97 

calmodulin 2 {clone lambda DASH) - rice 

>gi_20190_emb_CAA78288_ (Z12828) calmodulin [Oryza sativa] 
>gi_310313 (L18914) calmodulin [Oryza sativa] 



Seq. No. 


404585 




Seq. ID 


LIB3474-009-P1-K1- 


-E5 


Method 


BLASTN 




NCBI GI 


g6015437 




BLAST score 


37 




E value 


2.0e-ll 




Match length 


37 




% identity^ 


100 




NCBI Description 


Homo sapiens PEX1 


mRNA, complete cds 


Seq. No. 


404586 




Seq. ID 


LIB3474-009-P1-K1- 


-E6 


Method 


BLASTX 




NCBI GI 


gl40291 




BLAST score 


267 




E value 


3.0e-23 




Match length 


75 




% identity 


72 




NCBI Description 


HYPOTHETICAL 21.5 


KD PROTEIN (ORF 185) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_82541_pir S05116 hypothetical protein 185 - rice 

chloroplast >gi_11997_emb_CAA33958_ 1X15901) ORF185 [Oryza 
sativa] >gi_226618_prf 160335 6AQ ORF 185 [Oryza sativa] 

404587 

LIB3474-009-P1-K1-E7 

BLASTX 

g4105721 

721 

2.0e-76 

159 

82 

(AF050129) cell wall invertase Incwl; beta-f ructosidase 
[Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



404588 

LIB3474-009-P1-K1-E8 

BLASTX 

g!698670 

260 



52120 



E value 


2.0e-22 


Match length 


110 


% identity 


43 


NCBI Description 


(U66241) S-like RNase [Zea mays] 


Seq. No. 


404589 


Seq. ID 


LIB3474-009-P1-K1-E9 


Method 


BLASTX 


NCBI GI 


g2598575 


BLAST score 


323 


E value 


7.0e-30 


Match length 


88 


% identity 


69 


NCBI Description 


(Y15293) MtN21 [Medicago truncatula] 


Seq. No. 


404590 


Seq. ID 


LIB3474-009-P1-K1-F12 


Method 


BLASTX 


NCBI GI 


g4375829 


BLAST score 


663 


E value 


1.0e-69 


Match length 


172 


% identity 


74 


NCBI Description 


(AJ011977) RNA-directed RNA polymerase [Arabidopsi; 




thaliana] 


Seq. No. 


404591 


Seq. ID 


LIB3474-009-P1-K1-F2 


Method 


BLASTX 


NCBI GI 


g3789954 


BLAST score 


425 


E value 


6.0e-42 


Match length 


84 


% identity 


96 


NCBI Description 


(AF094776) chlorophyll a/b-binding protein precurs< 




sativa] 


Seq. No. 


404592 


Seq. ID 


LIB3474-009-P1-K1-F5 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


36 


E value 


1.0e-10 


Match length 


36 


% identity 


100 


NCBI Description 


Homo sapiens PEX1 mRNA, complete cds 


Seq. No. 


404593 


Seq. ID 


LIB3474-009-P1-K1-F7 


Method 


BLASTX 


NCBI GI 


gll9905 


DuAoi score 




E value 


1.0e-38 


Match length 


155 


% identity 


52 


NCBI Description 


FERREDOXIN — NADP REDUCTASE, LEAF ISOZYME PRECURSOR 




>gi 81898 pir S04030 ferredoxin— NADP+ reductase 



[Oryza 



(FNR) 
(EC 



52121 



1.18.1.2) precursor - garden pea >gi_20722_emb_CAA30978__ 
(X12446) ferredoxin-NADH-i- reductase preprotein (AA -52 to 

308) [Pisum sativum] >gi_226545_prf 1601517A ferredoxin 

NADP reductase [Arachis hypogaea] 



Seq. No. 


A f\ A C CS A 

404594 


Seq. ID 


LIB3474-009-P1-K1-F9 


Method 


BLASTX 


NCBI GI 


g4ooz4oo 


BLAST score 


226 


E value 


1.0e-18 


Match length 


12 


% identity 


OU 


NCBI Description 


(AL021768) putative protein [Arabidopsis thaliana] 


Seq. No. 


404595 


Seq. ID 


LIB3474-009-P1-K1-G1 


Method 


.BLASTN 


NCBI GI 


g3885891 


BLAST score 


255 


E value 


1.0e-141 


Match length 


279 


% identity 


98 


NCBI Description 


Oryza sativa photosystem-1 F subunit precursor (PSI-F) 




mRNA, complete cds 


Seq. No. 


404596 


Seq. ID 


LIB3474-009-P1-K1-G2 


Method 


BLASTN 


NCBI GI 


g6016845 


BLAST score 


160 


E value 


1.0e-84 


Match length 


299 


% identity 


95 


NCBI Description 


Oryza sativa genomic DNA, chromosome 1, clone : P0 7 HE 10 


Seq. No. 


404597 


Seq. ID 


LIB3474-009-P1-K1-G3 


Method 


BLASTX 


NCBI GI 


g2435519 


BLAST score 


369 


E value 


2.0e-35 


Match length 


127 


% identity 


57 


NCBI Description 


(AF024504) similar to mouse MEM 3 (GB:U47024 and S. 




cerevisiae vacuolar sorting protein 35 (SW;P34110) 




[Arabidopsis thaliana] 


Seq. No. 


404598 


Seq. ID 


LIB3474-009-P1-K1-G4 


Method 


BLASTX 


NCBI GI 


g2984709 


BLAST score 


372 


E value 


5.0e-51 


Match length 


133 


% identity 


77 


NCBI Description 


(AF053468) DnaJ-related protein ZMDJ1 [Zea mays] 



52122 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404599 

LIB3474-009-P1-K1-G6 

BLASTX 

g6006879 

337 

2.0e-31 

106 
62 

(AC008153) putative eukaryotic translation initiation 
factor 3 subunit [Arabidopsis thaliana] 



Seq. No. 




Seq. ID 


LIB3474-009- 


Method 


BLASTX 


NCBI GI 


g3047111 


BLAST score 


302 


E value 


1.0e-27 


Match length 


99 


% identity 


58 


NCBI Description 


(AF058919) ] 


Seq. No. 


404601 


Seq. ID 


LIB3474-009' 


Method 


BLASTX 


NCBI GI 


g417154 


BLAST score 


447 


E value 


1.0e-44 


Match length 


107 


% identity 


82 


NCBI Description 


HEAT SHOCK 




protein 82 



No .definition line found [Arabidopsis thaliana] 



OTEIN 82 >gi_100685_pir S25541 heat shock 

rice (strain Taichung Native One) 
>gi_20256_emb_CAA77978_ (Z11920) heat shock protein 82 
(HSP82) [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404602 

LIB3474-009-P1-K1-H1 

BLASTX 

gl519249 

365 

8.0e-35 

73 

100 

(U65956) GF14-b protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404603 

LIB3474-009-P1-K1-H11 

BLASTX 

g!084457 

351 

1.0e-33 

89 

82 

elongation factor 1-beta - Rice >gi_432368_dbj_BAA04 903_ 
(D23674) elongation factor 1 beta [Oryza sativa] 



Seq. No. 



404604 



52123 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

$CBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3474-009-P1-K1-H2 
BLASTN 
g5410347 
98 

1.0e-47 

258 
84 

Sorghum bicolor BAC clone 110K5, partial sequence 
404605 

LIB3474-009-P1-K1-H3 
BLASTX 
g320618 
394 

2.0e-38 
93 
83 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ (D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



precursor - rice 

type I light-harvesting 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404606 

LIB3474-009-P1-K1-H5 

BLASTN 

g432367 

133 

8.0e-69 

189 

93 

Rice mRNA for elongation factor 1 beta, 
404607 

LIB3474-009-P1-K1-H7 

BLASTX 

gl495768 

378 

3.0e-36 

125 

58 

(Z68506) 
(IEP110) 



complete cds 



chloroplast inner envelope protein, 110 kD 
[Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404608 

LIB3474-009-P1-K1-H9 

BLASTX 

gl32105 

574 

2.0e-59 

125 

86 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 



52124 



€1 



carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 





Seq. No. 


404609 




beg. id 


J_il£504 / 4"UiU rl JM iii U 




Method 


DT 7\ C T 1 V 




NCBI GI 


g^iouuby 




oLiiioi score 


JJO 




E value 


4 . ue-oo 




Match lengtn 


1 HA 

lUU 




% identity 


i nn 




jnldi Description 


CdtalaSe ^ Hj^ I • 11 . X . DJ tain Iltc 






>gi 1261858_dbj_BAA06232_ (D29966) catalase [Oryza sat 




Seq. No. 


AHA £1 Pi 

4U4 OlU 




Seq. ID 


LIB J4 74-01 U-Pl-Kl-Alz 


& 


Method 


BLASTX 




NCbl GI 


gjoiojiu 




BLAST score 


202 




E value 


3. Oe-16 


u3 


Match length 


50 




% identity 


T O 

/o 




NCBI Description 


(AB001883) zinc finger protein [Oryza sativa] 


u ,. 


Seq. No. 


a r\ it r i i 

404611 




Seq. ID 


LIB3474-010-P1-K1-A5 




Method 


BLASTN 


pur 


NCBI GI 


«1 1 

gliyo / 




BLAST score 


246 




E value 


1 . Oe-136 




Match lengtn 


Job 




% identity 


40 




NCBI Description 


Rice complete chloroplast genome 




Seq. No. 


4U4olZ 




Seq. ID 


LIB3474-010-P1-K1-A6 




Method 


BLASTX 




NCBI GI 


gllo / y© 




BLAST score 


797 




E value 


2 . 0e-85 




Match lengtn 


154 




% identity 


97 




NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN PRECURSOR (LHCII lxPii 




CAB) (LHCP) >gi zlol/4 ODJ BAA,UUoo/_ tlJUUo4^J type 11 






iiynt. naivesLing cnioropnyii &/ sj JD_Liiu.j.iiy piuiciu [vi 






sativa] 




Seq. No. 


404613 




Seq. ID 


LIB3474-010-P1-K1-B10 




Method 


BLASTX 




NCBI GI 


g5596996 




BLAST score 


228 




E value 


1.0e-18 




Match length 


50 




% identity 


92 



52125 



€1 



NCBI Description (Y14600) putative protein serine /threonine kinase [Sorghum 
bicolor] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404614 

LIB3474-010-P1-K1-B12 

BLASTX 

g4417280 

345 

2.0e-32 

123 

57 

(AC007019) putative ATP synthase [Arabidopsis thaliana] 
404615 

LIB3474-010-P1-K1-B2 

BLASTN 

g2645161 

45 

2.0e-16 

49 

98 

Oryza sativa mRNA, similar to protein kinase 



404616 

LIB3474-010-P1-K1-B6 

BLASTN 

g3868755 

48 

1.0e-18 

48 

100 

Oryza sativa CatC gene for catalase, 



complete cds 



404617 

LIB3474-010-P1-K1-B9 

BLASTX 

gl449179 

365 

7.0e-35 

124 

60 

(D86506) N-ethylmaleimide sensitive fusion protein 
[Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404618 

LIB3474-010-P1-K1-C2 

BLASTN 

g3789951 

132 

3.0e-68 

138 

99 

Oryza sativa chlorophyll a/b-binding protein presursor 
(Cab27) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 



Seq. No. 



404619 



52126 



Seq. ID 


t "T r> O /! T / ni a 7-5-1 TV"! 

LIB34 /4-UlU-Pl-iA.l-Uo 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


39 


E value 


7 . Oe-13 


Match length 


50 


% identity 


67 


NCBI Description 


Homo sapiens PEX1 mRNA, complete cds 


Seq. No. 


404620 


Seq. ID 


LIB34 /4-Uiu-Pl-Ki-L / 


Method 


BLASTX 


NCBI GI 


g2586082 


BLAST score 


235 


E value 


1. 0e-19 


Match length 


123 


% identity 


41 


NCBI Description 


(U72725) retrofit [Oryza longistaminata] 


Seq. No. 


404621 


Seq. ID 


LIB34 /4-UlU-Fl-Kl-Cy 


Method 


BLASTX 


NCBI GI 


g4827060 


BLAST score 


315 


E value 


7.0e-29 


Match length 


144 


% identity 


47 


NCBI Description 


xylulokinase (H. influenzae) homolog 




>gi 3298502 dbj BAA31527 (AB015046) xylulokinase 




sapiens] 


Seq. No. 


404622 


Seq. ID 


LIBo4 / 4-UlU-PI-Kl-JJlU 


Method 


BLASTX 


NCBI GI 


g82080 


BLAST score 


258 


E value 


1.0e-29 


Match length 


98 



[Homo 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



65 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 

404623 

LIB3474-010-P1-K1-D7 

BLASTX 

g2632105 

311 

7.0e-29 

85 

71 

(Z98760) arginyl-tRNA synthetase [Arabidopsis thaliana] 
>gi_4539426_emb_CAB38959.1_ (AL049171) arginyl-tRKA 
synthetase [Arabidopsis thaliana] 

404624 

LIB3474-010-P1-K1-D8 



52127 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g6006355 

56 

8.0e-23 

235 

81 

Oryza sativa genomic DNA, chromosome 6, clone : P0493C11 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404625 

LIB3474-010-P1-K1-D9 

BLASTX 

g2190543 

280 

6.0e-25 

125 

50 

(AC001229) EST gb_N37484 comes from this gene. [Arabidopsis 
thaliana] 





Seq. No. 


404626 




Seq. ID 


LIB3474-010-P1-K1-E11 




Method 


BLASTX 




NCBI GI 


gl332579 




BLAST score 


493 




E value 


6.0e-50 




Match length 


101 




% identity 


10 


35 


NCBI Description 


(X98063) polyubiquitin [Pinus 




Seq. No. 


404627 




Seq. ID 


LIB3474-010-P1-K1-E6 




Method 


BLASTX 




NCBI GI 


g3288821 




BLAST score 


158 




E value 


4.0e-ll 


s 


Match length 


53 




% identity 


58 




NCBI Description 


(AF063901) alanine :glyoxylate 



transaminase [Arabidopsis thaliana] 
>gi_4733989_gb_AAD28669.1_AC007209_5 (AC007209) 
alanine-glyoxylate aminotransferase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404628 

LIB3474-010-P1-K1-E8 

BLASTX 

g2129538 

518 

1.0e-52 

121 

83 

AT103 protein - Arabidopsis thaliana >gi_1033195 (U38232) 
AT103 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



404629 

LIB3474-010-P1-K1-F10 

BLASTX 

g3643594 



52128 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



612 

1.0e-63 

150 

74 

(AC005395) unknown protein [Arabidopsis thaliana] 
404630 

LIB3474-010-P1-K1-F11 

BLASTX 

g!18564 

487 

2.0e-52 

150 

71 

GLYCERATE DEHYDROGENASE (NADH- DEPENDENT HYDROXYPYRUVATE 

REDUCTASE) (HPR) (GDH) >gi_65955_pir DEKVG glycerate 

dehydrogenase (EC 1.1.1.29) - cucumber 
>gi_18264_emb_CAA41434__ (X58542) NADH-dependent 
hydroxypyruvate reductase [Cucumis sativus] 
>gi_18275_emb_CAA327 64_ (X14609) NAPH-dependent 
hydroxypyruvate reductase (AA 1 - 382) [Cucumis sativus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404631 

LIB3474-010-P1-K1 

BLASTX 

g2880042 

287 

1.0e-25 

75 
65 

(AC002340 
hydrolase 



-F12 



putative 3-hydroxyisobutyryl-coenzyme A 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404632 

LIB3474-010-P1-K1-F8 

BLASTX 

g3309243 

623 

4.0e-65 

125 

91 

(AF073507) aconitase-iron regulated protein 1 [Citrus 
limon] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404633 

LIB3474-010-P1-K1-F9 

BLASTN 

g5902190 

42 

5.0e-14 

54 

94 

Genomic sequence for Arabidopsis thaliana BAC T30E16 from 
chromosome I, complete sequence 



Seq. No. 
Seq. ID 



404634 

LIB3474-010-P1-K1-G1 



52129 



Method 


BLASTX 


NCBI GI 


g3808101 


BLAST score 


350 


E value 


2.0e-33 


Match length 


73 


% identity 


95 


NCBI Description 


(AJ012165) chloroplast protease [Capsia 


Seq. No. 


404635 


Seq. ID 


LIB3474-010-P1-K1-G5 


Method 


BLASTN 


NCBI GI 


g2773153 


BLAST score 


66 


E value 


3.0e-29 


Match length 


90 


% identity 


93 


NCBI Description 


Oryza sativa abscisic acid- and stress-; 




(Asrl) mRNA, complete cds 


Seq. No. 


404636 


Seq. ID 


LIB3474-010-P1-K1-G8 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


34 


E value 


2.0e-09 


Match length 


37 


% identity 


97 


NCBI Description 


Homo sapiens PEX1 mRNA, complete cds 


Seq. No. 


404637 


Seq. ID 


LIB3474-010-P1-K1-H10 


Method 


BLASTX 


NCBI GI 


g3702338 


BLAST score 


199 


E value 


2.0e-15 


Match length 


112 


% identity 


44 


NCBI Description 


(AC005397) unknown protein [Arabidopsis 


Seq. No. 


404638 


Seq. ID 


LIB3474-010-P1-K1-H7 


Method 


BLASTX 


NCBI GI 


g6016151 


BLAST score 


574 


E value 


2.0e-59 


Match length 


121 


% identity 


94 


NCBI Description 


IMMUNOGLOBULIN BINDING PROTEIN HOMOLOG : 




SHOCK PROTEIN 70 HOMOLOG 3) >gi_1575130 




binding protein cBiPe3 [Zea mays] 


Seq. No. 


404639 


Seq. ID 


LIB3474-010-P1-K1-H8 


Method 


BLASTX 


NCBI GI 


g2735017 


BLAST score 


619 


E value 


2.0e-64 



52130 



II • 



; Matcn length 


loO 


-s identity 


/I 


NCBI Description 


(U82481) KI doinain interacting kinase 1 [Zea niays] 


Seq. No. 


404640 


oeq. lu 


TTDQ/ITyl A1 fl 01 T?"1 UQ 

J_i1do4 / 4-U1U— irl— ixi-riy 


Method 


DT 7\C TV 


INUol (jrl 


gouuoo oj 


BLAST score 


355 


E value 


5.0e-34 


Match length 


QQ 
OO 


-s identity 


/o 


NCBI Description 


(AC009540) putative methionine synthase [Arabidopsis 




unanana j 


Seq. No. 


404641 


beq. ID 


LIBo4 /4-U11-P1-K1-A1 


Method 


TIT 7\ O m\7 

BLASTX 


NCBI GI 


g3928150 


BLAST score 


442 


E value 


b . ue-44 


Match length 


102 


% identity 


84 


NCBI Description 


(AJ1J104 9) hypothetical protein LCicer arietmum] 


Seq. No. 


404642 


Seq. ID 


T TflO /IT Jl All T"i"1 TV 1 -n -i r\ 

LIB3474-011-P1-K1-A10 


Method 


BLASTX 


NCBI GI 


go91460 J 


BLAST score 


600 


E value 


z . ue— 


Match length 


118 


% identity 


97 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACT I VASE, 




CHLOROPLAST PRECURSOR (RUB I SCO ACT I VASE) >gi 1778414 




(U74321) ribulose-1, 5-bisphosphate carboxylase/oxygen 




activase [Oryza sativa] 


Seq. No. 


404643 


Seq. ID 


LIB3474-011-P1-K1-A11 


Method 


BltAblX 


vrrinT fT* 
NUJdI bl 


g^oozooi 


BLAST score 


396 


E value 


2.0e-38 


Match length 


133 


% identity 


62 


NCBI Description 


(AL021710) pherophorin - like protein [Arabidopsis 




thaliana] 


Seq. No. 


404644 


Seq. ID 


LIB3474-011-P1-K1-A8 




T3T Z1CITY 
DliHo I A 


NCBI GI 


gl31225 


BLAST score 


568 


E value 


1.0e-58 


Match length 


120 


% identity 


92 



52131 



€1 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M6114 6) photosystem I 
hydrophobic protein [Hordeum vulgare] 

404645 

LIB3474-011-P1-K1-B1 

BLASTX 

gl652649 

162 

1.0e-ll 

72 

47 

(D90907) hypothetical protein [Synechocystis sp.] 
404646 

LIB3474-011-P1-K1-B10 

BLASTX 

g3522929 

657 

4.0e-69 

128 

96 

(AC002535) putative dTDP-glucose 4-6-dehydratase 
[Arabidopsis thaliana] >gi_3738279 (AC005309) putative 
dTDP-glucose 4-6-dehydratase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404647 

LIB3474-011-P1-K1-B11 

BLASTX 

g6014904 

419 

4.0e-41 

107 

73 

DAG PROTEIN, 
>gi_1200205_ 



CHLOROPLAST 
emb CAA65064 



PRECURSOR 
(X95753) DAG 



[Antirrhinum ma jus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404648 

LIB3474-011-P1-K1-B12 

BLASTX 

g6056376 

479 

3.0e-48 

126 

67 

(AC009894) Similar to serine/threonine kinases [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



404649 

LIB3474-011-P1-K1-B3 

BLASTX 

gl814403 

452 

3.0e-45 

95 

88 



52132 



NCBI Description 



(U84889) methionine synthase [Mesembryanthemum 
crystallinum] 





Seq. No. 


4U4 DOU 




Seq. ID 


LIB3474-011-P1-K1-B4 




Method 


BLASTX 




NCBI GI 


— 1 *7 A O 1 AO 

gl703148 




BLAST score 


o o o 

233 




E value 


2.0e-19 




Match length 


TOO 

138 




% identity 


36 




NCBI Description 


ACTIN >gx 2 654377 emb CA. 






[Acetabularia cliftonii] 




Seq. No. 


404651 




Seq. ID 


LIB3474-011-P1-K1-B5 




Method 


tit 7\ nmv 

BLASTX 




. NCBI GI 


g5640111 


fa 


BLAST score 


387 




E value 


3. Oe-37 




Match length 


103 


yj 


% identity 


75 




NCBI Description 


(AJ243875) RAD23 protein 




Seq. No. 


404652 




Seq. ID 


LIB3474-011-P1-K1-B7 




Method 


BLASTN 


y s 


NCBI GI 


gl778820 




BLAST score 


243 




E value 


1.0e-134 




Match length 


O A f~ 

246 




% identity 


100 




NCBI Description 


Oryza sativa S-adenosyl-! 






mRNA , comp 1 e t e cds 


s. 


Seq. No. 


404653 




Seq. ID 


LIB3474-011-P1-K1-B9 




Method 


Tit 7» ("1 miiT 

BLASTN 




NCBI GI 


g6015437 




BLAST score 


37 




E value 


3. 0e-ll 




Match length 


48 




% identity 


66 




NCBI Description 


Homo sapiens PEX1 mRNA, i 




Seq. No. 


404654 




Seq. ID 


LIB3474-011-P1-K1-C1 




Method 


BLASTX 




NCBI GI 


g5901954 




BLAST score 


149 




E value 


9.0e-10 




Match length 


96 




% identity 


38 



NCBI Description 



FGFR1 oncogene partner >gi_4454263_emb_CAA77020_ (Y18046) 
FGFR1 oncogene partner (FOP) [Homo sapiens] 



Seq. No. 



404655 



52133 



€1 • 



Seq. ID 


LIBi47 4-011-Pl-Kl-ClZ 


Method 


BLASTX 


NCBI GI 


g3522945 


BLAST score 


285 


E value 


9. Ge-26 


Match length 


o7 


% identity 


60 


jnudI Description 


(ACUU4411) putative cytocnroine r4ou [AraDiaopsis tnaiianaj 


Seq. No. 


404656 


Seq. ID 


LIB3474-011-P1-K1-CZ 


Method 


BLASTX 


NCBI GI 


~ A f\C f~ a n A 

g40oo4 94 


BLAST score 


370 


E value 


2.0e-35 


Match length 


90 


% identity 


73 


NCBI Description 


(AC005896) putative protein translocase [Arabidopsis 




thaliana] 


Seq. No. 


404657 


Seq. ID 


LIB3474-011-P1-K1-C3 


Method 


BLASTX 


NCBI GI 


g3402756 


BLAST score 


257 


E value 


3.0e-22 


Match length 


114 


% identity 


52 


NCBI Description 


(AL031187) receptor kmase-like protein [Arabidopsis 




thaliana] 


Seq. No. 


404658 


Seq. ID 


LIB3474-011-P1-K1-C4 


Method 


BLASTX 


NCBI GI 


g3618310 


BLAST score 


350 


E value 


4 . Oe-33 


Match length 


100 


% identity 


68 


NCBI Description 


(AB001883) zinc finger protein [Oryza sativa] 


Seq. No. 


404659 


Seq. ID 


LIB3474-011-P1-K1-C5 


Method 


TIT Tl O HIT 7" 

BLASTX 


NCBI GI 


g5734746 


BLAST score 


467 


E value 


9.0e-47 


Match length 


144 


% identity 


63 


NCBI Description 


(AC007651) Similar to translation initiation factor IF2 




[Arabidopsis thaliana] 


Seq. No. 


404660 


Seq. ID 


LIB3474-011-P1-K1-C6 


Method 


BLASTX 


NCBI GI 


g5882738 


BLAST score 


453 




52134 



€1 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-45 

139 

58 

(AC008263) Contains 3 PFJD1535 DUF17 domains. [Arabidopsis 
thaliana] 

404661 

LIB3474-011-P1-K1-D10 

BLASTX 

gll74470 

288 

8.0e-26 

134 

47 

OLIGOSACCHARYL TRANSFERASE STT3 SUBUNIT HOMOLOG (B5) 
(INTEGRAL MEMBRANE PROTEIN 1) >gi_508543 (L34260) integral 

membrane protein 1 [Mus musculus] >gi_1588285_prf 2208301A 

integral membrane protein [Mus musculus] 



Seq. No. 


404662 


Seq. ID 


LIB3474-011-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


g2894534 


BLAST score 


553 


E value 


5.0e-57 


Match length 


106 


% identity 


100 


NCBI Description 


(AJ224327) aquaporin [Oryza sativa] 


Seq. No. 


404663 


Seq. ID 


LIB3474-011-P1-K1-D12 


Method 


BLASTX 


NCBI GI 


g4666287 


BLAST score 


641 


E value 


4.0e-67 


Match length 


146 


% identity 


89 


NCBI Description 


(D85764) cytosolic monodehydroascorbate 




sativa] 


Seq. No. 


404664 


Seq. ID 


LIB3474-011-P1-K1-D2 


Method 


BLASTN 


NCBI GI 


gl69818 


BLAST score 


41 


E value 


1.0e-13 


Match length 


45 


% identity 


98 


NCBI Description 


Rice 25S ribosomal RNA gene 


Seq. No. 


404665 


Seq. ID 


LIB3474-011-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


gll5787 


BLAST score 


389 


E value 


8.0e-45 


Match length 


116 



52135 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



86 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi__824 61_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 

(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 

[Oryza sativa] 

404666 

LIB3474-011-P1-K1-D5 

BLASTX 

g4836883 

191 

2.0e-14 

91 
36 

(AC007260) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

404667 

LIB3474-011-P1-K1-D7 

BLASTN 

g3821780 

36 

1.0e-10 

36 

100 

Xenopus laevis cDNA clone 27A6-1 
404668 

LIB3474-011-P1-K1-D8 

BLASTX 

g3603461 

160 

8.0e-ll 

50 

58 

(AF088982) heat shock protein hsp40-3 [Homo sapiens] 
404669 

LIB3474-011-P1-K1-E12 

BLASTX 

g2407281 

498 

2.0e-50 

107 

89 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



404670 

LIB3474-011-P1-K1-E3 

BLASTX 

g3980378 

580 

4.0e-60 

129 

81 



52136 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score" ' 

E value 

Match length 

% identity 

NCBI Description 



(AC004561) putative RNA binding protein [Arabidopsis 
thaliana] 

404671 

LIB3474-011-P1-K1-E8 
BLASTX 
g5360230 
533 

9.0e-55 
99 
96 

(AB015287) Ran [Oryza sativa] 
404672 

LIB3474-011-P1-K1-E9 
BLAST N 
g4218534 
38 

S.Qe-12 
46 
96 

Triticum sp. mRNA for GRAB1 protein 
404673 

LIB3474-011-P1-K1-F11 
BLASTX 
g2244876 
489 

2.0e~49 
136 
73 

(Z97338) hypothetical protein [Arabidopsis thaliana] 
404674 

LIB3474-011-P1-K1-F12 
BLASTX 
g320618 
415 ^ 
8.0e-41 
96 
82 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ (D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611__prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



precursor - rice 

type I light -harvesting 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404675 

LIB3474-011-P1-K1-F8 

BLASTX 

g3915131 

459 

7.0e-51 

106 
96 

THIOREDOXIN H-TYPE (TRX-H) { PHLOEM SAP 13 KD PROTEIN-1) 
>gi_4264 42_dbj_BAA04864__ (D21836) thioredoxin h [Oryza 



52137 



sativa] >gi_454882_dbj_BAA0554 6_ (D26547) rice thioredoxin 
h [Oryza sativa] >gi_1930072 (U92541) thioredoxin h [Oryza 
sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404676 

LIB3474-011-P1-K1-G1 

BLASTX 

g2501189 

390 

7.0e-38 

112 
73 

THIAMINE BIOSYNTHETIC ENZYME 1-1 PRECURSOR 

>gi_2130146_pir S61419 thiamine biosynthetic enzyme thil-1 

- maize >gi_596078 (U17350) thiamine biosynthetic enzyme 
[Zea mays] 

404677 

LIB3474-011-P1-K1-G10 

BLASTX 

g3668091 

488 

3.0e-49 

148 

18 

(AC004667) hypothetical protein [Arabidopsis thaliana] 
404678 

LIB3474-011-P1-K1-G11 

BLASTN 

g3618309 

294 

1.0e-164 

294 
100 

Oryza sativa mRNA for zinc finger protein, complete cds, 
clone :E10707 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404679 

LIB3474-011-P1-K1-G3 

BLASTX 

g2072555 

237 

8.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



404680 

LIB3474-011-P1-K1-G5 

BLASTX 

gl36640 

569 

8.0e-59 
108 



52138 



4> • 

% identity 96 

NCBI Description UBIQUI TIN- CONJUGATING ENZYME E2-17 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_170785 (M62720) 
ubiquitin carrier protein [Triticum aestivum] 





Seq. No. 


4L)4ool 




Seq. ID 


LIB347 4-011-P1-K1-G7 




Method 


BLASTX 




NCBI GI 


g4oiyb /I 




BLAST score 


256 




E value 


5 . Oe-22 




Match length 


lib 




% identity 


ol 




NCBI Description 


(AB017 693) transf actor [Nicotiana tabacum] 




Seq. No. 


A A A f o o 




Seq. ID 


LIB3474-011-P1-K1-G8 




Method 


BLASTX 


n 


NCBI GI 


g4895252 


"*™ 


BLAST score 


149 


if 


E value 


3.0e-ll 




Match length 


78 


sirs 


% identity 


55 




NCBI Description 


(AC007659) hypothetical protein [Arabidopsis thaliana] 


h ( 


Seq. No. 


404683 




Seq. ID 


LIB3474-011-P1-K1-G9 


•Kir *■ 


Method 


BLASTX 


15 


NCBI GI 


g2345148 




BLAST score 


558 




E value 


2.0e-57 




Match length 


120 




% identity 


84 




NCBI Description 


(AF014821) development ally regulated GTP binding protein 


n 

S 




[Pisum sativum] 




Seq. No. 


404684 




Seq. ID 


LIB3474-011-P1-K1-H1 




Method 


BLASTX 




NCBI GI 


g4468804 




BLAST score 


245 




E value 


6.0e-21 




Match length 


112 




% identity 


46 




NCBI Description 


(AL035601) putative protein [Arabidopsis thaliana] 




Seq. No. 


404685 




Seq. ID 


LIB3474-011-P1-K1-H11 




Method 


BLASTX 




NCBI GI 


g3063444 




BLAST score 


196 




E value 


4.0e-15 




Match length 


73 




% identity 


52 




NCBI Description 


(AC003981) F22013.5 [Arabidopsis thaliana] 






>gi_4 973256_gb_AAD35005.1__AF144387_l (AF144387) 






thioredoxin-like 1 [Arabidopsis thaliana] 



52139 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404686 

LIB3474-011-P1-K1-H2 

BLASTX 

gl!73347 

452 

5.0e-45 

102 

89 

SEDOHEPTULOSE-1, 7-BISPHOSPHATASE, CHLOROPLAST PRECURSOR 
( SEDOHEPTULOSE-BIS PHOSPHATASE ) ( SBPASE ) ( SED (1,7) P2ASE ) 

>gi_100803_pir S23452 sedoheptulose-bisphosphatase (EC 

3.1.3.37) precursor - wheat >gi_14265_einb_CAA4 6507_ 
(X65540) sedoheptulose-1, 7-bisphosphatase [Triticum 
aestivum] 



Seq. No. 


404687 


Seq. ID 


LIB3474-011-P1-K1-H3 


Method 


BLASTN 


NCBI GI 


g20384 


BLAST score 


54 


E value 


2.0e-21 


Match length 


177 


% identity 


87 


NCBI Description 


Rice variable copy m 




region 


Seq. No. 


404688 


Seq. ID 


LIB3474-011-P1-K1-H4 


Method 


BLASTX 


NCBI GI 


g4455180 


BLAST score 


266 


E value 


8.0e-24 


Match length 


61 


% identity 


84 


NCBI Description 


(AL035521) putative ] 


Seq. No. 


404689 


Seq. ID 


LIB3474-011-P1-K1-H6 


Method 


BLASTX 


NCBI GI 


gl352461 


BLAST score 


671 


E value 


1.0e-70 


Match length 


143 


% identity 


90 


NCBI Description 


IN2-2 PROTEIN 


Seq. No. 


404690 


Seq. ID 


LIB3474-011-P1-K1-H7 


Method 


BLASTX 


NCBI GI 


g3183079 


BLAST score 


617 


E value 


2.0e-64 


Match length 


133 


% identity 


89 


NCBI Description 


MALATE DEHYDROGENASE 



GLYOXYSOMAL PRECURSOR 
>gi_1375075_dbj_BAA12870.1__ (D85763) glyoxysomal malate 



52140 



dehydrogenase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404691 

LIB3474-011-P1-K1-H8 

BLASTX 

gl24036 

338 

1.0e-31 

99 

58 

BOWMAN- B IRK TYPE BRAN TRYPSIN INHIBITOR (RBTI) 

>gi_476550__pir TIRZBR trypsin inhibitor (Bowman-Birk) 

rice >gi_359095_prf 1310273A trypsin inhibitor [Oryza 

sativa] 



Seq. 
Seq. 



No. 

ID 



Method 



404692 

LIB3474-011-P1-K1-H9 
BLASTX 



NCBI GI 


g2754849 


BLAST score 


294 


E value 


7 . Oe-52 


Match length 


134 


% identity 


78 


NCBI Description 


(AF039000) putative serine-glyoxylate aminotransferase 




[Fritillaria agrestis] 


Seq. No. 


404693 


Seq. ID 


LIB3474-012-P1-K1-A1 


Method 


BLASTX 


NCBI GI 


gl617272 


BLAST score 


238 


E value 


9.0e-23 


Match length 


113 


% identity 


c o 

do 


NCBI Description 


(Z72151) AMP-binding protein [Brassica napus] 


Seq. No. 


404694 


Seq. ID 


LIB3474-012-P1-K1-A12 


Method 


BLASTX 


NCBI GI 


g2827699 


BLAST score 


263 


E value 


7.0e-23 


Match length 


125 


% identity 


52 


NCBI Description 


(AL021684) predicted protein [Arabidopsis thaliana] 


Seq. No. 


404695 


Seq. ID 


LIB3474-012-P1-K1-A3 


Method 


BLASTX 


NCBI GI 


g5902926 


BLAST score 


528 


E value 


5.0e-54 


Match length 


102 


% identity 


99 


NCBI Description 


(AB029508) small GTP-binding protein OsRacl [Oryza sativa; 


Seq. No. 


404696 



52141 





Seq. ID 






Method 


BLAb IX 




NCBI GI 


gl800227 




BLAST score 


170 




E value 


6 . Oe-12 




Match length 


64 




% identity 


34 




NCBI Description 


(U/OUU4) bowman— MirK proteinase mniDiior 




Seq. No. 


404697 




Seq. ID 


LlBo4 /4— UlZ-rl-x\l-Ao 




Method 


bliAblA 




NCBI GI 


go^OoU 




BLAST score 


one 




E value 


1.0e-25 




Match length 


86 




% identity 


67 




NCBI Description 


chlorophyll a/b-binding protein type III ] 






>gi 226872 prf 1609235A chlorophyll a/b J 






[Lycopersicon esculentum] 


y 2 


Seq. No. 


404698 


Si 


Seq. ID 


LIB3474-U12-P1-K1-A9 




Method 


BLASTX 


f: 


NCBI GI 


g3868756 




BLAST score 


790 




E value 


1. Oe-84 


y « 


Match length 


151 




% identity 


98 




NCBI Description 


(D86611) catalase [Oryza sativa] 




Seq. No. 


404699 


'.3573. 


Seq. ID 


LIB3474-01z-Pl-Kl-Blu 




Method 


BLASTX 




NCBI GI 


g2894534 


Fi 


BLAST score 


382 




E value " ^ ■ 


5 . Oe-3 / 




Match length 


87 




% identity 


86 




NCBI Description 


(AJ224327) aquaporin [Oryza sativa] 




Seq. No. 


404700 




Seq. ID 


LIB3474-012-P1-K1-B2 




Method 


BLASTX 




NCBI GI 


g3249039 




BLAST score 


184 




E value 


1.0e-13 




Match length 


114 




% identity 


42 




NCBI Description 


(AF071221) N-carbamyl-L-ammo acid amidoh 






[Arthrobacter aurescens] 




Seq. No. 


404701 




Seq. ID 


LIB3474-012-P1-K1-B5 




Method 


BLASTX 




NCBI GI 


g2979554 




BLAST score 


437 



52142 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI - GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-43 

138 

64 

(AC003680) CDC4 like protein [Arabidopsis thaliana] 
404702 

LIB3474-012-P1-K1-B6 

BLASTX 

g3150415 

231 

3.0e-19 

69 
62 

(AC004165) secl3-related protein [Arabidopsis thaliana] 
>gi_3420046 (AC004680) secl3-related protein [Arabidopsis 
thaliana] 

404703 

LIB3474-012-P1-K1-B7 

BLASTX 

g231536 

405 

1.0e-39 

137 

61 

CYTOSOL AMINOPEPTIDASE (LEUCINE AMI NO PEPTIDASE) (LAP) 
(LEUCYL AMINOPEPTIDASE) (PROLINE AMINOPEPTIDASE) (PROLYL 

AMINOPEPTIDASE) >gi_99683_pir S22399 leucyl aminopeptidase 

(EC 3.4.11.1) - Arabidopsis thaliana 

>gi_16394_emb_CAA45040_ (X63444) leucine aminopeptidase 
[Arabidopsis thaliana] >gi_4115380 (AC005967) putative 
leucine aminopeptidase [Arabidopsis thaliana] 

404704 

LIB3474-012-P1-K1-B8 

BLASTX 

g729775 

351 

4.0e-34 

139 

61 

HEAT SHOCK FACTOR PROTEIN HSF8 (HEAT SHOCK TRANSCRIPTION 
FACTOR 8) (HSTF 8) (HEAT STRESS TRANSCRIPTION FACTOR) 

>gi_100264_pir S25481 heat shock transcription factor 8 - 

Peruvian tomato >gi_19492_emb_CAA47869__ (X67600) heat shock 
transcription factor 8 [Lycopersicon peruvianum] 

404705 

LIB3474-012-P1-K1-C10 

BLASTX 

gl076763 

184 

2.0e-17 

133 

40 

AWJL218 protein - wheat >gi_551212_emb_CAA57134_ (X81369) 
AWJL218 [Triticum aestivum] 



52143 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404706 

LIB3474-012-P1-K1-C11 

BLASTX 

g3298536 

151 

6.0e-10 

41 
68 

(AC004681) unknown protein [Arabidopsis thaliana] 
404707 

LIB3474-012-P1-K1-C12 

BLASTX 

g3914603 

466 

9.0e-47 

95 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE/OXYGENASE ACTIVASE, 
CHLOROPLAST PRECURSOR (RUB I SCO ACTIVASE) >gi_1778414 
(U74321) ribulose-1, 5-bisphosphate carboxylase/oxygenase 
activase [Oryza sativa] 

404708 

LIB3474-012-P1-K1-C2 

BLASTX 

g2073375 

516 

8.0e-64 

133 

91 

(D85317) farnesyl pyrophosphate synthase [Oryza sativa] 
>gi_4063829_dbj_BAA36276_ (AB021747) farnesyl diphosphate 
synthase [Oryza sativa] 

404709 

LIB3474-012-P1-K1-C4 

BLASTX 

g710626 

188 

4.0e-14 

45 

69 

(D30719) ERD15 protein [Arabidopsis thaliana] >gi_3241941 
(AC004625) dehydration-induced protein ERD15 [Arabidopsis 
thaliana] >gi_3894181 (AC005662) ERD15 protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



404710 

LIB3474-012-P1-K1-C5 

BLASTX 

g4874313 

218 

8.0e-18 

104 

42 



52144 



NCBI Description 



(AC006053) putative proton phosphatase [Arabidopsis 
thaliana] 



Seq. No. 


404711 


Seq. ID 


LIB3474-012-P1-K1-C6 


Method 


BLASTX 


NCBI GI 


g3075488 


BLAST score 


480 


E value 


3 . Oe-48 


Match length 


96 


% identity 


97 


NCBI Description 


(AF058796) chlorophyll a/b-binding prote. 


beq. rJo. 




Seq. ID 


LIB3474-012-P1-K1-C7 


Method 


BLASTX 


NCBI GI 


g2501647 


BLAST score 


311 


E value 


2.0e-28 


Match length 


82 


% identity 


70 


NCBI Description 


UROPORPHYRINOGEN DECARBOXYLASE PRECURSOR 



>gi_1362120_pir S55732 uroporphyrinogen decarboxylase 

common tobacco >gi_1009429_emb_CAA58040_ (X82833) 
uroporphyrinogen decarboxylase [Nicotiana tabacum] 



Seq. No. 


404713 


Seq. ID 


LIB3474-012-P1-K1-C8 


Method 


BLASTX 


NCBI GI 


g4001720 


BLAST score 


146 


E value 


4.0e-09 


Match length 


47 


% identity 


57 


NCBI Description 


(AB015894) neural specific sr protein 


Seq. No. 


404714 


Seq. ID 


LIB3474-012-P1-K1-C9 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


38 


E value - 


3.0e-12 


Match length 


38 


% identity 


100 


NCBI Description 


Homo sapiens PEX1 mRNA, complete cds 


Seq. No. 


404715 


Seq. ID 


LIB3474-012-P1-K1-D10 


Method 


BLASTX 


NCBI GI 


g3914535 


BLAST score 


321 


E value 


2.0e-30 


Match length 


73 


% identity 


85 


NCBI Description 


60S RIBOSOMAL PROTEIN L13A >gi 279194! 



(AJ223363) ribosomal protein L13a [Lupinus luteus] 



52145 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404716 

LIB3474-012-P1-K1-D12 

BLASTX 

g!353352 

363 

1.0e-34 

95 

76 

(U31975) alanine aminotransferase 
reinhardtii] 



[ Chlamydomonas 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404717 

LIB3474-012-P1-K1-D2 

BLASTX 

g4914423 

275 

2.0e-24 

119 

48 

(AL050351) putative receptor-like protein kinase 
[Arabidopsis thaliana] 



Seq. No. 


404718 


Seq. ID 


LIB3474-012-P1-K1-D3 


Method 


BLASTX 


NCBI GI 


g3789948 


BLAST score 


513 


E value 


3.0e-52 


Match length 


97 


% identity 


99 


NCBI Description 


(AF094773) translation 


Seq. No. 


404719 


Seq. ID 


LIB3474-012-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


gl001355 


BLAST score 


* 150 


E value 


1.0e-13 


Match length 


69 


% identity 


55 


NCBI Description 


(D64006) auxin-induced 


Seq. No. 


404720 


Seq. ID 


LIB3474-012-P1-K1-D5 


Method 


BLASTX 


NCBI GI 


g4874272 


BLAST score 


640 


E value 


5.0e-67 


Match length 


146 


% identity 


84 


NCBI Description 


(AC007354) Strong simi: 



5A [Oryza sativa] 



starch metabolism from Solanum tuberosum and contains a 
PF_01326 Pyruvate phosphate dikinase, PEP/pyruvate binding 
domain. EST gb_N96757 comes from this gene. [ 



Seq. No. 
Seq. ID 



404721 

LIB3474-012-P1-K1-D8 



52146 



Method 


T-\T 7\ c m V 

BLASTX 


NCBI GI 


g5640111 


BLAST score 


287 


E value 


7 . Oe-26 


Match length 


89 


% identity 


66 


NCBI Description 


(AJ243875) RAD23 protein [Lycopersicon esculentum] 


Seq. No. 


404722 


Seq. ID 


LIB3474-012-P1-K1-D9 


Method 


BLASTX 


NCBI GI 


g5689035 


BLAST score 


454 


E value 


2 . 0e-45 


Match length 


114 


% identity 


69 


NCBI Description 


(AB022053) prolyl oligopeptidase [Mus musculus] 


Seq. No. 


404723 


Seq. ID 


LIB347 4-012-P1-K1-E10 


Method 


BLASTX 


NCBI GI 


A /" *""7 f\ "1 -I 

g4678311 


BLAST score 


301 


E value 


2.0e-27 


Match length 


88 


% identity 


67 


NCBI Description 


(AL04 9655) aquaporin/MIP-like protein [Arabidopsis 




thaliana] 


Seq. No. 


404724 


Seq. ID 


LIB347 4-012-P1-K1-E11 


Method 


BLASTX 


NCBI GI 


gl314742 


BLAST score 


171 


E value 


5.0e-12 


Match length 


152 


% identity 


32 


NCBI Description 


(U54767) caffeic acid O-methyltransf erase [Hordeum 


Seq. No. 


404725 


Seq. ID 


LIB3474-012-P1-K1-E12 


Method 


BLASTX 


NCBI GI 


g2827534 


BLAST score 


461 


E value 


3.0e-46 


Match length 


115 


% identity 


84 


NCBI Description 


(AL021633) predicted protein [Arabidopsis thaliana] 


Seq. No. 


404726 


Seq. ID 


LIB3474-012-P1-K1-E2 


Method 


BLASTX 


NCBI GI 


g5916207 


BLAST score 


252 


E value 


1.0e-21 


Match length 


75 


% identity 


69 



52147 



NCBI Description (AF174532) regulatory protein of P-starvation acclimation 
response Psrl [Chlamydomonas reinhardtii] 

>gi_5916226_gb_AAD55945.1_AF174480_l (AF174480) phosphate 
starvation regulator protein [Chlamydomonas reinhardtii] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404727 

LIB3474-012-P1-K1-E4 

BLASTX 

g3550985 

565 

3.0e-58 

132 

85 

(AB010740) OsS5a [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404728 

LIB3474-012-P1-K1-E5 

BLASTX 

g3914603 

488 

2.0e-49 

96 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE, 
CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) >gi_1778414 
(U74321) ribulose-1, 5-bisphosphate carboxylase/oxygenase 
activase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404729 

LIB3474-012-P1-K1-E6 

BLASTX 

g2129538 

374 

2.0e-38 

96 

86 

AT103 protein - Arabidopsis thaliana >gi_1033195. 
AT103 [Arabidopsis thaliana] 



(U38232) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404730 

LIB3474-012-P1-K1-E7 

BLASTX 

g4455349 

203 

6.0e-16 

89 
46 

(AL035524) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



404731 

LIB3474-012-P1-K1-F11 

BLASTX 

g320618 

280 

5.0e-25 

73 

74 



52148 



€> • 

NCBI Description chlorophyll a/b-binding protein I precursor - rice 

>gi_218172_dbj_BAA00536_ (D00641) type I light -harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227 611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 





Seq. No. 


A A A *7 O O 




Seq. ID 


LIB3474-012-P1-K1-F3 




Method 






NCBI GI 


,, (— -1 /-\ /~ ""T "-7 IT 

g5106775 




BLAST score 


425 




E value 


b . Ue-4^ 




Match length 


O *3 




% identity 


99 




NCBI Description 


(AF067732) ribosomal protein S12 [Hordeum vulgare] 




Seq. No. 


404733 




Seq. ID 


LIB3474-012-P1-K1-F4 




Method 


BLASTN 


:,f| 


NCBI GI 


g6015437 




BLAST score 


37 




E value 


3 . Oe-11 




Match length 


37 




% identity 


100 




NCBI Description 


Homo sapiens PEX1 mRNA, complete cds 




Seq. No. 


404734 




Seq. ID 


LIB3474-012-P1-K1-G1 




Method 


BLASTX 




NCBI GI 


g2224639 




BLAST score 


161 




E value 


6. 0e-ll 




Match length 


118 




% identity 


33 


2 


NCBI Description 


(AB002347) KIAA0349 [Homo sapiens] 




Seq. No. 


404735 




Seq. ID 


LIB3474-012-P1-K1-G11 




Method 


BLASTX 




NCBI GI 


g2914709 




BLAST score 


163 




E value 


6. Oe-25 




Match length 


110 




% identity 


57 




NCBI Description 


(AC003974) hypothetical protein [Arabidopsis thaliana] 




Seq. No. 


404736 




Seq. ID 


LIB3474-012-P1-K1-G3 




Method 


BLASTX 




NCBI GI 


g2735764 




BLAST score 


146 




E value 


4.0e-09 




Match length 


37 




% identity 


76 




NCBI Description 


(AF008651) MADS transcriptional factor; STMADS16 [Solanum 






tuberosum] 



52149 



Seq. No. 


404737 


Seq. ID 




Method 




NCBI GI 


gl652892 


BLAST score 


156 


E value 


O Art 1 A 


■* w t i ~\ . _ 1.1. 

Match length 


118 


% identity 


32 


NCBI Description 


(uyuyuy) AoC transporter [oynecnocysizis sp.j 


Seq. No. 


404738 


Seq. ID 


LIB34 /4-UlZ-Pl-Kl-(jo 


Method 


BLASTX 


NCBI GI 


g3928150 


BLAST score 


236 


E value 


1 A ^ OA 

/ . ue-zu 


Match length 


A /I 


% identity 


52 


NCBI Description 


(AJiJiU4y) nypo tneticai. protein [orcer arietinumj 


Seq. No. 


404739 


Seq. ID 


LIB34 / 4-Ulz-Pl-Ki-hl 


Method 


BLASTX 


NCBI GI 


g3047124 


BLAST score 


255 


E value 


6. 0e-22 


Match length 


105 


% identity 


50 


NCBI Description 


(AF058919) No definition line found [Arabidopsis thali. 


Seq. No. 


404740 


Seq. ID 


LIB3474-012-P1-K1-H11 


Method 


BLASTX 


NCBI GI 


g4 9 /zlU J 


BLAST score 


145 


E value 


3.0e-09 


Match length 


A ^ 

94 


% identity 


37 


NCBI Description 


(AL078468) cellulose synthase catalytic subunit-llke 




protein [Arabidopsis thaliana] 


Seq. No. 


- 

404741 


Seq. ID 


LIB3474-012-P1-K1-H12 


Method 




NCBI GI 


g2501189 


BLAST score 


379 


E value 


2.0e-36 


Match length 


112 


% identity 


70 



NCBI Description 



Seq. No. 
Seq. ID 

Method 



THIAMINE BIOSYNTHETIC ENZYME 1-1 PRECURSOR 

>gi_2130146_pir S61419 thiamine biosynthetic enzyme thil-1 

- maize >gi_596078 (U17350) thiamine biosynthetic enzyme 
[Zea mays] 

404742 

LIB3474-012-P1-K1-H2 
BLASTN 



52150 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2305112 
50 

1.0e-19 

118 
88 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404743 

LIB3474-012-P1-K1-H5 

BLASTX 

g4432863 

191 

1.0e-14 

68 

51 

(AC006300) putative phosphate/phosphoenolpyruvate 
translocator protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404744 

LIB3474-012-P1-K1-H9 

BLASTX 

g5882743 

148 

2.0e-09 

102 

35 

(AC008263) ESTs gb_H36134 and gb_H36132 come from this 
gene. [Arabidopsis thaliana] 





Seq. No. 


404745 




Seq. ID 


LIB3475-001-P1-K2-A2 


lest: 


Method 


BLASTX 




NCBI GI 


g4895231 




BLAST score 


142 




E value 


5.0e-09 




Match length 


70 




% identity 


46 




NCBI Description 


(AC007660) putative RNA helicase [Arabidopsis 




Seq. No. 


404746 




Seq. ID 


LIB3475-001-P1-K2-A4 




Method 


BLASTX 




NCBI GI 


g70642 




BLAST score 


578 




E value 


6.0e-60 




Match length 


115 




% identity 


20 




NCBI Description 


ubiquitin precursor - Arabidopsis thaliana 



Seq. No. 
Seq. ID 
Method 



>gi_17678_emb_CAA31331__ (X12853) polyubiquitin (AA 1 - 382) 
[Arabidopsis thaliana] >gi_987519 (U33014) polyubiquitin 

[Arabidopsis thaliana] >gi_2264 99_prf 1515347A 

poly-ubiquitin [Arabidopsis thaliana] 

404747 

LIB3475-001-P1-K2-A5 
BLASTX 



52151 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4938478 
407 

7.0e-41 

116 

69 

(AL078464) proteinase-like protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



404748 

LIB3475-001-P1-K2-A6 

BLASTX 

g4455350 



ohAo l score 


91 £ 


E value 


z . ue — zz 


Match length 


CM 

y4 


^ icieii uj_ uy 




NCBI Description 


(AL035524) putative protein [Arabidopsis thaliana, 


oeq. jno. 


a n AT A Q 
4 U 4 / 4 y 


Seq. ID 


TTDO/TC HAT T> 1 T/"0 "D A 

LXBo4 /0-UUl-rl-J\Z--r>4 


Method 


DT 7\ OTV 

dLAoia 


NCBI GI 


g4511988 


BLAST score 


316 


E value 


4.0e-29 


Match length 


119 


% identity 


53 


NCBI Description 


(AF088896) ubiquinone methyltransf erase [Zymomonai 


Seq. No. 


404750 


Seq. ID 


LIB3475-001-P1-K2-B5 


Method 


BLASTN 


NCBI GI 


gl098558 


BLAST score 


126 


E value 


2.0e-64 


Match length 


221 


% identity 


90 


NCBI Description 


Oryza sativa pyruvate decarboxylase (Pdcl) gene, < 




cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404751 

LIB3475-001-P1-K2-B6 

BLASTN 

g4416300 

94 

2.0e-45 

182 

88 

Zea mays chromosome 4 22 kDa 
region, complete sequence 



zein-associated intercluster 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



404752 

LIB3475-001-P1-K2-B8 

BLASTX 

g6056425 

307 

3.0e-28 

77 

81 



52152 



NCBI Description .(AC009525) 
thaliana] 



Putative ribosomal protein LI 9 [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404753 

LIB3475-001-P1-K2-B9 

BLASTX 

g5803258 

469 

6.0e-47 

112 

82 

(AP000399) EST AU077972 (C53511 ) corresponds to a region of 
the predicted gene; similar to OsENOD93a gene for early 
nodulin (AB018375) [Oryza sativa] 



Seq. No. 


404754 


Seq. ID 


LIB3475-001-P1-K2-C1 


Method 


BLASTN 


NCBI GI 


g218182 


BLAST score 


166 


E value 


3.0e-88 


Match length 


217 


% identity 


95 


NCBI Description 


Rice mRNA for oryzain beta (EC 3.4.22) 


Seq. No. 


404755 


Seq. ID 


LIB3475-001-P1-K2-C10 


Method 


BLASTX 


NCBI GI 


g3702342 


BLAST score 


177 


E value 


8.0e-13 


Match length 


99 


% identity 


43 


NCBI Description 


(AC005397) hypothetical protein [Arabidop: 


Seq. No. 


404756 


Seq. ID 


LIB3475-001-P1-K2-C2 


Method 


BLASTX 


NCBI GI 


g3219271 


BLAST score 


325 


E value 


2.0e-30 


Match length 


100 


% identity 


61 


NCBI Description 


(AB015315) MAP kinase kinase 4 [Arabidops: 


Seq. No. 


404757 


Seq. ID 


LIB3475-001-P1-K2-C3 


Method 


BLASTX 


NCBI GI 


g2624326 


BLAST score 


454 


E value 


3.0e-45 


Match length 


89 


% identity 


100 


NCBI Description 


(AJ002893) OsGRPl [Oryza sativa] 


Seq. No. 


404758 


Seq. ID 


LIB3475-001-P1-K2-C5 



52153 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2130069 

454 

2.0e-45 

83 

96 

catalase (EC 1.11.1.6) catA - rice 

>gi_1261858_dbj_BAA06232_ (D29966) catalase [Oryza sativa] 
404759 

LIB3475-001-P1-K2-C6 

BLASTX 

g5902363 

436 

3.0e-43 

107 

77 

(AC009322) Putative coatomer protein complex, subunit beta 
2 (beta prime) [Arabidopsis thaliana] 





Seq. No. 


404760 




Seq. ID 


LIB3475-001-P1-K2-C7 




Method 


BLASTX 




NCBI GI 


g2827631 




BLAST score 


407 




E value 


9.0e-40 




Match length 


120 




% identity 


64 




NCBI Description 


(AL021636) putative ; 




Seq. No. 


404761 


M; 


Seq. ID 


LIB3475-001-P1-K2-D1 




Method 


BLASTX 




NCBI GI 


g2662341 




BLAST score 


645 




E value 


1.0e-67 




Match length 


124 




% identity 


98 




NCBI Description 


(D63580) EF-1 alpha 



>gi_2662345_dbj_BAA23659_ (D63582) 
sativa] >gi_2662347_dbj_BAA23660_ 
[Oryza sativa] 



EF-1 alpha [Oryza 
;D63583) EF-1 alpha 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



404762 

LIB3475-001-P1-K2-D10 
BLASTX 
g2058496 
728 

3.0e-77 
144 
100 

(U7 6028) hemoglobin 2 
hemoglobin 2 [Oryza sativa] 

404763 

LIB3475-001-P1-K2-D12 
BLASTN 



[Oryza sativa] >gi_2058502 (U76031) 



52154 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



gl532047 
99 

1.0e-48 

123 

95 

O.sativa mRNA for S-adenosylmethionine decarboxylase 
404764 

LIB3475-001-P1-K2-D2 

BLASTX 

g5912299 

492 

1.0e-49 

139 

72 

(AJ133787) gigantea homologue [Oryza sativa] 
404765 

LIB3475-001-P1-K2-D4 

BLASTX 

g3660469 

628 

1.0e-65 

131 

95 

(AJ001808) succinyl-CoA-ligase beta subunit [Arabidopsis 
thaliana] >gi_4512693_gb__AAD2174 6. 1_ (AC006569) 
succinyl-CoA ligase beta subunit [Arabidopsis thaliana] 

404766 

LIB3475-001-P1-K2-D5 

BLASTX 

gl29591 

392 

4.0e-38 

96 

80 

PHENYLALANINE AMMONIA-LYASE >gi_295824_emb_CAA34226_ 
(X16099) phenylalanine ammonia-lyase [Oryza sativa] 

404767 

LIB3475-001-P1-K2-D6 

BLASTX 

g5031281 

266 

2.0e-23 

60 

80 

(AF1394 99) unknown [Prunus armeniaca] 
404768 

LIB3475-001-P1-K2-D9 

BLASTX 

gl29591 

651 

2.0e-68 
131 



52155 



% identity 99 

NCBI Description PHENYLALANINE AMMON I A- L YAS E >gi_295824_emb_CAA34226_ 
(X16099) phenylalanine ammonia- lyase [Oryza sativa] 



Seq. No. 


404769 


Seq. ID 


LIB3475-001-P1-K2-E1 


Method 


BLASTX 


NCBI GI 


g82496 


BLAST score 


5 /4 


E value 


3.0e-59 


Match length 


135 


% identity 


83 


NCBI Description 


phenylalanine ammonia- lyase (EC 4.3.1. 


Seq. No. 


404770 


Seq. ID 


LIB3475-001-P1-K2-E3 


Method 


BLASTX 


NCBI GI 


g5262775 


BLAST score 


500 


E value 


1.0e-50 


Match length 


143 


% identity 


62 


NCBI Description 


(AL080282) putative protein [Arabidopj 


Seq. No. 


404771 


Seq. ID 


LIB3475-001-P1-K2-E4 


Method 


BLASTX 


NCBI GI 


g4056500 


BLAST score 


434 


E value 


7 . Oe-43 


Match length 


137 


% identity 


63 


NCBI Description 


(AC005896) putative acetyltransf erase 




thaliana] 


Seq. No. 


404772 


Seq. ID 


LIB3475-001-P1-K2-E7 


Method 


BLASTX 


NCBI GI 


g3885882 


BLAST score 


577 


E value 


1.0e-59 


Match length 


110 


% identity 


99 


NCBI Description 


(AF093629) inorganic pyrophosphatase 


Seq. No. 


404773 


Seq. ID 


LIB3475-001-P1-K2-E9 


Method 


BLASTX 


NCBI GI 


g4539545 


BLAST score 


653 


E value 


1.0e-69 


Match length 


152 


% identity 


88 


NCBI Description 


(Y16644) PRCI [Nicotiana tabacum] 


Seq. No. 


404774 


Seq. ID 


LIB3475-001-P1-K2-F10 



rice 



[Arabidopsis 



[Oryza sativa] 



52156 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

gl532047 

342 

0.0e+00 

435 

94 

0. sativa 



mRNA for S-adenosylmethionine decarboxylase 



404775 

LIB3475-001-P1-K2-F3 

BLASTX 

g3953471 

425 

8.0e-42 

155 

54 

(AC002328) F2202.16 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



404776 

LIB3475-001-P1-K2-F4 

BLASTN 

g643596 

59 

1.0e-24 

135 
86 

Corn mRNA for cysteine proteinase, clone CCP, complete cds 
404777 

LIB3475-001-P1-K2-F7 

BLASTX 

g461942 

571 

5,0e-59 

140 

76 

DNAJ PROTEIN HOMOLOG 1 (DNAJ-1) >gi_479277_pir S33312 dnaJ 

protein - leek (fragment,) >gi__16087_emb_CAA4 9211_ (X69436) 

DNA J protein [Allium porrum] >gi_447267 jprf 1914140A DnaJ 

protein [Allium porrum] 

404778 

LIB3475-001-P1-K2-F8 

BLASTX 

gl402918 

304 

8.0e-28 

107 

61 

(X98320) peroxidase [Arabidopsis thaliana] 
>gi_1429215_emb_CAA67310_ (X98774) peroxidase ATP6a 
[Arabidopsis thaliana] 

404779 

LIB3475-001-P1-K2-F9 

BLASTX 

g2708624 



52157 



il • 



BLAST score 


440 


E value 


z . ue-4o 


Match length 


Iz4 


% identity 


66 


NCBI Description 


(AF036618) acetyl-CoA synthetase [Arabidopsis thaliana] 


Seq, No. 


404780 


Seq. ID 


LIBo4 / o-UUl-Pl-Kz-Gl 


Method. 


bLAb 1 A 


NCBI GI 


g4335761 


BLAST score 


147 


E value 


o a ^ a a. 

3 . ue-u y 


Match length 


147 


% identity 


29 


NCBI Description 


(AC006284) unknown protein [Arabidopsis thaliana] 


Seq. No. 


404781 


Seq. ID 


LIBo4 /o-UUl-Pl-Kz-Gz 


Method 




NCBI GI 


g4938503 


BLAST score 


319 


E value 


z . Oe-zy 


Match length 


137 


% identity 


33 


NCBI Description 


(AL07o4 65) nnRNP-like protein [Arabidopsis thaliana J 


Seq. No. 


404782 


Seq. ID 


LIB3475-001-P1-K2-G3 


Method 


BLASTX 


NCBI GI 


g4586378 


BLAST score 


233 


E value 


8 . 0e-20 


Match length 


50 


% identity 


96 


NCBI Description 


(AB02174 6) nicotianamine synthase 1 [Oryza sativa] 


Seq. No. 


404783 


Seq. ID 


LIB3475-001-P1-K2-G4 


Method 


BLASTX 


JNCdI GI 


gziyo /U4 


BLAST score 


zOl 


E value 


/ . ue — id 


Match length 


63 


% identity 


67 


NCBI Description 


(AF000977) MEK1 [Arabidopsis thaliana] 




>gi_2723388_dbj_BAA24079_ (AB004796) mitogen activated 




protein kinase kinase [Arabidopsis thaliana] 



>gi_4538936_emb__CAB39672.1_ (AL049483) mitogen activated 
protein kinase kinase (nMAPKK) [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



404784 

LIB3475-001-P1-K2-G7 

BLASTX 

g2244749 

583 

3.0e-60 
146 



52158 



€> 



% identity 

NCBI Description 



75 

(Z97335) hydr oxymethyl trans f erase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404785 

LIB3475-001-P1-K2-G8 

BLASTX 

g5107831 

308 

5.0e-28 

161 

15 

(AF149413) contains similarity to protein kinase domains 
(Pfam F00069, Score=162.6, E=6.8e-45, N=l) and leucien rich 
repeats (Pfam PF00560, Score=210.7, £=2.26-59, N=10) 
[Arabidopsis thaliana] 



Seq. No.' 


404786 


Seq. ID 


LIB3475-001-P1-K2-H1 


Method 


BLASTX 


NCBI GI 


gl296955 


BLAST score 


278 


E value 


8.0e-25 


Match length 


52 


% identity 


48 


NCBI Description 


(X95402) duplicated 


Seq. No. 


404787 


Seq. ID 


LIB3475-001-P1-K2-H3 


Method 


BLASTX 


NCBI GI 


g5107819 


BLAST score 


250 


E value 


2.0e-21 


Match length 


110 


% identity 


49 


NCBI Description 


(AF149413) contains 



duplicated domain structure protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



[Arabidopsis thaliana] 
404788 

LIB3475-001-P1-K2-H4 

BLASTX 

g231654 

379 

2.0e-36 

86 

80 

BRITTLE- 1 PROTEIN PRECURSOR >gi_82 67 6_pir JQ1459 Btl 

protein precursor - maize >gi_168426 (M7 9333) brittle-1 
protein [Zea mays] 

404789 

LIB3475-001-P1-K2-H6 

BLASTX 

gl419090 

245 

9.0e-21 

46 

93 



52159 



NCBI Description (X94968) 37kDa chloroplast inner envelope membrane 
polypeptide precursor [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404790 

LIB3475-002-P1-K2-A11 

BLASTN 

g5051932 

200 

1.0e-108 

256 

99 

Oryza sativa MADS-box protein FDRMADS8 mRNA, complete cds 



404791 

LIB3475-002-P1-K2-A2 

BLASTX 

g3986695 

247 

2.0e-21 

52 

92 

(AF101423) ribosomal protein L12 



[Cichorium intybus] 



404792 

LIB3475-002-P1-K2-A4 

BLASTX 

g4582468 

502 

7.0e-51 

108 

94 

(AC007071) putative 40S ribosomal protein; contains 
C-terminal domain [Arabidopsis thaliana] 

404793 

LIB3475-002-P1-K2-A6 

BLASTX 

g3033398 

571 

5.0e-59 

131 

80 

(AC004238) putative phosphoribosylaminoimidazolecarboxamide 
formyltransf erase [Arabidopsis thaliana] 

404794 

LIB3475-002-P1-K2-A8 

BLASTX 

g3660469 

645 

2.0e-67 

169 

75 

(AJ001808) succinyl-CoA-ligase beta subunit [Arabidopsis 
thaliana] >gi_4512693_gb_AAD21746 . 1_ (AC006569) 
succinyl-CoA ligase beta subunit [Arabidopsis thaliana] 



52160 



Seq. No. 


404795 


Seq. ID 




Method 




NCBI GI 


g2662343 


BLAST score 


543 


E value 


1 . Oe-55 


Match length 


105 


% identity 


98 


NCBI Description 


(Dooool) EF-l alpha [Oryza sativaj 


Seq. No. 


404796 


Seq. ID 


LIBJ4 /5-UU2-P1-KZ-B11 


Method 


tit tv orpVT 


NCBI GI 


g4 / /U 


BLAST score 


162 


E value 


3.0e-86 


Match length 


175 


% identity 


98 


NCBI Description 


Rice mRNA, sequence homologous to acidic ribosomal prot< 




P2 gene 


^■Seq- No. 


404797 


Seq. ID 


LIBo4 / o-UUz-Pl-Kz-BlZ 


Method 


BLASTX 


NCBI GI 


g2286153 


BLAST score 


285 


E value 


9.0e-26 


Match length 


61 


% identity 


93 


NCBI Description 


(AF007581) cytoplasmic malate dehydrogenase [Zea mays] 


Seq. No. 


404798 


Seq. ID 


LIB3475-002-P1-K2-B2 


Method 


T> T 7\ O HIV 

BLASTX 


NCBI GI 


g5803261 


BLAST score 


827 


E value 


7.0e-89 


Match length 


153 


% identity 


100 


NCBI Description 


(AP000399) similar to Arabidopsis thaliana chromosome I 




BAC T19L18; unknown protein (AC0U474/) LOryza sativaj 


Seq. No. 


404799 


Seq. ID 


LIB3475-002-P1-KZ-BJ 


Method 


BLASTX 


NCBI GI 


g2104908 


BLAST score 


606 


E value 


5 . Oe-63 


Match length 


150 


% identity 


75 


NCBI Description 


(Y07632) potassium channel [Zea mays] 


Seq. No. 


404800 


Seq. ID 


LIB3475-002-P1-K2-B7 


Method 


BLASTX 


NCBI GI 


g3643611 


BLAST score 


581 



52161 



4> 



E value 


4.0e-60 


Match length 


131 


% identity 


82 


NCBI Description 


(AC005395) putative casein 


Seq. No. 


404801 


Seq. ID 


LIB347 5-002 -P1-K2-B9 


Method 


BLASTX 


NCBI GI 


g5031281 


BLAST score 


285 


E value 


2 . Oe-25 


Match length 


81 


% identity 


67 


NCBI Description 


(AF139499) unknown [Prunus 


Seq* No. 


404802 


Seq. ID 


LIB3475-002-P1-K2-C1 


Method 


BLASTX 


NCBI GI 


— A f~ A ^01 

g464621 


BLAST score 


476 


E value 


1.0e-47 


Match length 


163 


% identity 


61 


NCBI Description 


60S RIBOSOMAL PROTEIN L6 ( 



6-LIKE) >gi_280374_pir S28586 

ribosomal protein ML16 - common ice plant 
>gi_19539_emb_CAA49175__ (X69378) ribosomal protein YL16 
[Mesembryanthemum crystallinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404803 

LIB3475-002-P1-K2-C5 

BLASTX 

g4512624 

552 

1.0e-56 

137 

77 

(AC004793) Strong similarity to gi_3033401 F19I3.29 
putative potassium transporter from Arabidopsis thaliana 
BAC gb_AC004238 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404804 

LIB3475-002-P1-K2-D1 

BLASTX 

g!136122 

839 

3.0e-90 

182 

88 

(X91807) alfa-tubulin [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



404805 

LIB3475-002-P1-K2-D11 

BLASTX 

g5922612 

230 

6.0e-19 
134 



52162 



%" identity 

NCBI Description 





sativa] 


Seq. No. 


404806 


Seq. ID 


LIB3475-002- 


Method 


BLASTX 


NCBI GI 


g5912299 


BLAST score 


651 


E value 


2.0e-68 


Match length 


131 


% identity 


99 


NCBI Description 


(AJ133787) < 


Seq. No. 


404807 


Seq. ID 


LIB3475-002- 


Method 


BLASTX 


NCBI GI 


g4678332 


BLAST score 


172 


E value 


2.0e-12 


Match length 


62 


% identity 


56 


NCBI Description 


(AL049658) ] 




thaliana] 


Seq. No. 


404808 


Seq. ID 


LIB3475-002 


Method 


BLASTX 


NCBI GI 


g4587525 


BLAST score 


182 


E value 


2.0e-13 


Match length 


60 


% identity 


58 


NCBI Description 


(AC007060) 



43 

(AP000492) EST AU078118 (E3904 } corresponds to a region of 
the predicted gene.; similar to Arabidopsis thaliana BAC 
IG002P16; No definition line found. (AF007270) [Oryza 



■P1-K2-D2 



002-P1-K2-D4 



putative peptide transporter [Arabidopsis 



-P1-K2-E1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



Contains the PF_00650 CRAL/TRIO 
phosphatidyl-inositol-transfer protein domain. ESTs 
gb_T76582, gb_N06574 and gb_Z25700 come from this gene. 
[Arabidopsis thaliana] 

404809 

LIB3475-002-P1-K2-E10 

BLASTX 

g2739219 

245 

6.0e-21 

51 
98 

(AJ001161) rpS28 [Hordeum vulgare] 
404810 

LIB3475-002-P1-K2-E12 

BLASTX 

g4165488 

748 

1.0e-79 

152 



52163 



% identity 


Q £ 


1N^£5X UcoLIipLlUIl 


\, t\u uz, j / d j-jji la uu.ulij.xxi «_> l j. lull v ll_l y cti. c j 


beq. No. 


4U4o±X 


beq. ±u 


Jjloo4 / 0 — UUz — FX— i\Z— hjD 






NCBI GI 


g4850386 


BLAST score 


270 


E value 


x . ue Zo 


Match length 


llz 


-s identity 


01 


JNL/-DJL uescrxpiixon 


/SrTim^^l^ TP 7 TTl Q ^ [Hr-ah-l Honci c fhal i anal 


beq* Wo. 


A A A Q 1 O 

4U4o L/L 


beq. iu 


T TR^AT 1 ^- 009 — Pi — K0 —TP fc. 


Method 


tit 7V CTiV 


NCBI GI 


g4512702 


BLAST score 


693 


E value 


4 . ue— / J 


Match length 


I/O 


% identity 


"7 1 
/ X 


NCBI Description 


(A^uuoooy; nypornerxcax prorexn l^^^ c10 - 0 P sj - s 


Seq. No. 


4U4olo 


O /-» /~r T Pi 

beq. id 


Xj1do4 / 3 — UUZ — Ir X— i\z — r Xz 


Method 


nXiAb ilN 


JNUoX bl 


rtA £R HI R Q 
y 4 00 UXO y 


BLAST score 


41 


E value 


1.0e-13 


Match length 


76 


% identity 


89 


NCBI Description 


Oryza sativa subsp. indica putative dnaJ-like 



putative myb-related protein, putative farnesyl 
pyrophosphate synthase, and hypothetical protein genes, 
complete cds 



Seq. No. 


404814 


Seq. ID 


LIB3475-002-P1-K2-F2 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


35 


E value 


4.0e-10 


Match length 


35 


% identity 


100 


NCBI Description 


Homo sapiens PEX1 mRNA, 


Seq. No. 


404815 


Seq. ID 


LIB3475-002-P1-K2-F3 


Method 


BLASTX 


NCBI GI 


g6016876 


BLAST score 


502 


E value 


5.0e-51 


Match length 


93 


% identity 


100 


NCBI Description 


(AP000570) ESTs C99053 



383) ,C99052 (E4383) correspond to a 
region of the predicted gene.; Similar to putative RNA 
helicase. (AC005309) [Oryza sativa] 



52164 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404816 

LIB3475-002-P1-K2-F5 

BLASTX 

g3023713 

703 

2.0e-74 

151 

92 

ENOLASE ( 2 - PHOS PHOGLYCERATE DEHYDRATASE) 
( 2 - PHOS PHO- D-GLYCERATE HYDRO-LYASE) (OSE1) 
(U09450) enolase [Oryza sativa] 



>gi_780372 



C 1 ~r VTrt 

beq. No, 


a n a q i n 
4U4ol / 


Seq. ID 


LIB3475-002-P1-K2-G1 


Method 


BLASTX 


NCBI GI 


gl350548 


BLAST score 


251 


E value 


2.0e-21 


Match length 


83 


% identity 


58 


NCBI Description 


(L47609) heat shock-like protein 


Seq. No. 


404818 


Seq. ID 


LIB3475-002-P1-K2-G10 


Method 


BLASTN 


NCBI GI 


g5670155 


BLAST score 


185 


E value 


2.0e-99 


Match length 


481 


% identity 


99 


NCBI Description 


Oryza sativa subsp. japonica BAC 




sequence 


Seq. No. 


404819 


Seq. ID 


LIB3475-002-P1-K2-G11 


Method 


BLASTX 


NCBI GI 


g401140 


BLAST score 


627 


E value 


1.0e-65 


Match length 


123 


% identity 


98 


NCBI Description 


SUCROSE SYNTHASE 2 (SUCROSE-UDP < 




>gi_20095_emb_CAA41774_ (X59046) 




glucosyltransferase (isoenzyme 2 




>gi_1587662_prf 2207194A sucrosi 




sativa] 


Seq. No. 


404820 


Seq. ID 


LIB3475-002-P1-K2-G12 


Method 


BLASTN 


NCBI GI 


g473980 


BLAST score 


39 


E value 


4.0e-13 


Match length 


80 


% identity 


86 


NCBI Description 


Rice mRNA, partial homologous to 



sucrose-UDP 
[Oryza sativa] 



52165 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404821 

LIB3475-002-P1-K2-G3 

BLASTX 

g2501189 

296 

8.0e-27 

89 

70 

THIAMINE BIOSYNTHETIC ENZYME 1-1 PRECURSOR 

>gi_213014 6_pir S61419 thiamine biosynthetic enzyme thil- 

- maize >gi__596078 (U17350) thiamine biosynthetic enzyme 
[Zea mays] 



Seq. No. 


404822 


Seq. ID 


LIB3475-002-P1-K2-G6 


Method 


BLASTX 


NCBI GI 


g5106775 


BLAST score 


488 


E value 


3.0e-49 


Match length 


96 


% identity 


98 


NCBI Description 


(AF067732) ribosomal protein S12 [Hordeum 


Seq. No. 


404823 


Seq. ID 


LIB3475-002-P1-K2-G7 


Method 


BLASTX 


NCBI GI 


gl885356 


BLAST score 


354 


E value 


6.0e-34 


Match length 


101 


% identity 


71 


NCBI Description 


(059323) type 1 RNA helicase pNORFl [Homo 


Seq. No. 


404824 


Seq. ID 


LIB3475-002-P1-K2-G9 


Method 


BLASTX 


NCBI GI 


g4469023 


BLAST score 


475 


E value 


8.0e-48 


Match length 


113 


% identity 


79 


NCBI Description 


(AL035602) putative protein [Arabidopsis i 


Seq. No. 


404825 


Seq. ID 


LIB3475-002-P1-K2-H10 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


36 


E value 


9.0e-ll 


Match length 


36 


% identity 


100 


NCBI Description 


Homo sapiens PEX1 mRNA, complete cds 


Seq. No. 


404826 


Seq. ID 


LIB3475-002-P1-K2-H12 


Method 


BLASTX 



52166 







BLAST score 


424 


E value 


1.0e-41 


Match lengtn 


izo 


% identity 


/b 


NCBI Description 


(AC007290) putative phosphoprotein phosphatase [Arabidopsis 




thaliana] 


Seq. No. 


A A A O O ~1 

404 oZ f 


beq* id 


Llr304 / Z> — UUz — irl— iiZ 




DT 7\ CITY 




g4o ooyoy 


BLAST score 


519 


E value 


9.0e-53 


Match lengtn 


loo 


% identity 


64 


NCBI Description 


(AL04 9483) Col-0 casein kinase I-like protein [Arabidopsis 




thaliana] 


Seq. No. 


A A A a o o 

404828 


Seq. ID 


LIBJ4 /O-UUz-Pl-Kz-HJ 


Method 




NCBI GI 


g4006893 


BLAST score 


582 


E value 


3.0e-60 


Match length 


133 


% identity 


77 


NCBI Description 


(Z99708) aminopeptidase-like protein [Arabidopsis thaliana] 


Seq. No. 


404829 


Seq. ID 


LIBo4 /o-(JUz-Pl-Kz-H4 


Metnoa 


□ T 7\ O rpv 

rS liAb i A 


NCBI GI 


g82496 


BLAST score 


245 


E value 


4 . 0e-21 


Match length 


48 


% identity 


98 


NCBI Description 


phenylalanine ammonia— lyase (EC 4.3.1.5) - rice 


Seq. No. 


A A A O A 

404830 


Seq. ID 


TXnO/tTC AAA Tit 7y O TT £T 


Method 


DT 7\ O TV 

oijAb 1 A 


NCBI GI 


g3510261 


BLAST score 


261 


E value 


A A O O 

4 . 0e-zo 


Match length 


74 


% identity 


61 


NCBI Description 


(AC005310) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


404831 


beq. ID 


T TD"3 A A O T">1 I/O 7\ 1 A 


Method 


DT 7\0 TV 


NCBI GI 


g549061 


BLAST score 


179 


E value 


2.0e-13 


Match length 


75 


% identity 


49 



52167 



€1 • 

NCBI Description T-COMPLEX PROTEIN 1, ZETA SUBUNIT (TCP-1-ZETA) (CCT-ZETA) 

(CCT-ZETA-1) >gi_631655_pir S43063 CCT (chaperonin 

containing TCP-1) zeta chain - mouse 
>gi_468554__emb_CAA83432_ (Z31557) CCT (chaperonin 
containing TCP-1) zeta subunit [Mus musculus] 
>gi_5295933_dbj_BAA81877.1_ (AB022159) chaperonin 
containing TCP-1 zeta-1 subunit [Mus musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404832 

LIB3475-003-P1-K2-A11 
BLASTX 
g2130073 
687 

2.0e-72 
133 
100 

fructose-bisphosphate aldolase (EC 4.1.2 
cytosolic - rice >gi_786178_dbj_BAA08845_ 
C-l [Oryza sativa] >gi_790970_dbj_BAA08830_ (D50301) 
aldolase C-l [Oryza sativa] 



13) isoenzyme C-l, 
(D50307) aldolase 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404833 

LIB3475-003-P1-K2-A3 

BLASTX 

g4115929 

203 

3.0e-16 

65 

66 

(AF118222) similar to the subtilase family of serine 
proteases (Pfam: PF00082, Score=48.3, E=2.3e-12, n=4) 
[Arabidopsis thaliana] >gi_4539412_emb_CAB40045 . 1_ 
(AL049524) putative subtilisin-like protease [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404834 

LIB3475-003-P1-K2-A4 

BLASTX 

gll68537 

634 

3.0e-66 

137 

89 

ASPARTIC PROTEINASE PRECURSOR >gi_82458_pir JS0732 

aspartic proteinase (EC 3.4.23.-) - rice 
>gi_218143__dbj_BAA02242_ (D12777) aspartic proteinase 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404835 

LIB3475-003-P1-K2-A6 

BLASTX 

g4704613 

244 

1.0e-20 

68 
71 

(AF109695) monodehydroascorbate reductase 



[Brassica juncea] 



52168 



4> 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404836 

LIB3475-003-P1-K2-B1 

BLASTX 

gl707011 

224 

1.0e-18 

53 
79 

(U78721) auxin-repressed protein isolog [Arabidopsis 
thaliana] 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404837 

LIB3475-003-P1-K2-B11 

BLASTN 

g4512233 

412 

0.0e+00 

455 

98 

Oryza sativa copia-type retrotransposon RIRE7 DNA, partial 
sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404838 

LIB3475-003-P1-K2-B12 

BLASTX 

gl800281 

777 

4.0e-83 

156 

22 

(U82086) polyubiquitin [Fragaria x ananassa] 



404839 

LIB3475-003-P1-K2-B3 

BLASTX 

g485512 

210 

3.0e-17 

51 
80 

salt-associated protein csaA 



- sweet orange 



404840 

LIB3475-003-P1-K2-B9 

BLASTX 

gl29231 

725 

5.0e-77 

135 

99 

ORYZAIN ALPHA CHAIN PRECURSOR >gi_67 644_pir KHRZOA oryzain 

(EC 3.4.22.-) alpha precursor - rice 

>gi_218181_dbj_BAA14402_ (D90406) oryzain alpha precursor 
[Oryza sativa] 



Seq. No. 



404841 



52169 



beq. 1U 




Method 


Taj t\chpy 


NCBI GI 


g3298540 


BLAST score 


426 


E value 




Matcn lengrn 


y / 


% identity 


/ / 


NL/bi Description 


\ jBA-'U U O O J. } 


Seq. No, 


A CiAQAO 


beq. iu 




Method 


DT 7\CrpY 

Oi-iriO 1 A 


JNUijI bl 


rr41 71 R4 
y *± j_ / l ji 


BLAST score 


677 


E value 


2.0e-71 


Match length 


135 


% identity 


98 


NCBI Description 


HEAT SHOCK 



-CI 



unknown protein [Arabidopsis thaliana] 



-Cll 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>TEIN 82 >gi_100685_pir S25541 heat shock 

protein 82 - rice (strain Taichung Native One) 
>gi_20256__emb_CAA77 978__ (Z11920) heat shock protein 82 
(HSP82) [Oryza sativa] 



404843 

LIB3475-003-P1-K2-C2 

BLASTX 

gll54954 

308 

5.0e-28 

90 

72 

(X94693) histone H2A 



[Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404844 

LIB3475-003-P1-K2-C4 

BLASTX 

g3941480 

155 

4.0e-10 
46 
63 

(AF062894) 
thaliana] 



putative transcription factor [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 



404845 

LIB3475-003-P1-K2-C7 

BLASTX 

g82734 

680 

1.0e-71 

136 

30 

ubiquitin precursor - maize (fragment) 
>gi_226763_prf 1604470A poly-ubiquitin [Zea mays] 

404846 

LIB3475-003-P1-K2-C8 
BLASTX 



52170 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl703380 
389 

1.0e-37 

77 

100 

ADP-RIBOSYLATION FACTOR >gi_1132483_dbj_BAA04 607_ (D17760) 
ADP-ribosylation factor [Oryza sativa] 



Seq. No. 


404847 


Seq. ID 


LIB3475-003-P1-K2-C9 


Method 


BLASTX 


NCBI GI 


g2058496 


BLAST score 


410 


E value 


3. 0e-40 


Match length 


84 


% identity 


99 


NCBI Description 


(U76028) hemoglobin 2 [Oryza sativa] >gi_ 




hemoglobin 2 [Oryza sativa] 


Seq. No. 


404848 


Seq. ID 


LIB3475-003-P1-K2-D10 


Method 


BLAST N 


NCBI GI 


g473980 


BLAST score 


76 


E value 


1.0e-34 


Match length 


113 


% identity 


90 


NCBI Description 


Rice mRNA, partial homologous to glycine- 


Seq. No. 


404849 


Seq. ID 


LIB3475-003-P1-K2-D11 


Method 


BLASTX 


NCBI GI 


g5932555 


BLAST score 


314 


E value 


5.0e-32 


Match length 


131 


% identity 


64 


NCBI Description 


(AC0094 65) putative ribose 5-phosphate i; 




[Arabidopsis thaliana] 


Seq. No. 


404850 


Seq. ID 


LIB3475-003-P1-K2-D12 


Method 


BLASTX 


NCBI GI 


g2792238 


BLAST score 


272 


E value 


5.0e-24 


Match length 


124 


% identity 


52 


NCBI Description 


(AF032697) NBS-LRR type resistance prote 


Seq. No. 


404851 


Seq. ID 


LIB3475-003-P1-K2-D2 


Method 


BLASTX 


NCBI GI 


g5734720 


BLAST score 


263 


E value 


8.0e-23 


Match length 


116 



2058502 (U76031) 



52171 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47 

(AC008075) Contains PF_01426 BAH {bromo-adj acent homology) 
domain. ESTs gb_N96349, gb_T42710, gb_H77084, gb_AA395147 
and gb_AA605500 come from this gene. [Arabidopsis thaliana] 

404852 

LIB3475-003-P1-K2-D3 

BLASTX 

g5042408 

305 

7.0e-28 

93 

63 

(AC006193) very similar to alcohol dehydrogenase 
[Arabidopsis thaliana] 

404853 

LIB3475-003-P1-K2-D5 

BLASTX 

g3548803 

236 

6.0e-20 

99 

52 

(AC005313) putative DNA-binding protein [Arabidopsis 
thaliana] >gi_4335770_gb_AAD17447_ (AC006284) putative 
SMUBP-2 [mouse] DNA-binding protein [Arabidopsis thaliana] 





Seq, No. 


404854 




Seq. ID 


LIB3475-003-P1-K2-D6 




Method 


BLASTX 




NCBI GI 


g2244797 




BLAST score 


239 




E value 


4.0e-20 




Match length 


107 




% identity 


49 




NCBI Description 


(297336) hypothetical protein [Arabidopsis thaliana] 




Seq. No. 


404855 




Seq. ID 


LIB3475-003-P1-K2-D8 




Method 


BLASTX 




NCBI GI 


gl710807 




BLAST score 


396 




E value 


2.0e-38 




Match length 


138 




% identity 


54 




NCBI Description 


RUBISCO SUBUNIT BINDING-PROTEIN ALPHA SUBUNIT PRECURSOR 




KD CHAPERONIN ALPHA SUBUNIT) (CPN-60 ALPHA) >gi__1185390 






(U21105) alphacpn60 [Pisum sativum] 




Seq. No. 


404856 




Seq. ID 


LIB3475-003-P1-K2-E1 




Method 


BLASTX 




NCBI GI 


g3548803 




BLAST score 


525 




E value 


1.0e-53 




Match length 


139 



{60 



52172 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



75 

(AC005313) putative DNA-binding protein [Arabidopsis 
thaliana] >gi_4335770_gb_AAD17447_ (AC006284) putative 
SMUBP-2 [mouse] DNA-binding protein [Arabidopsis thaliana] 



404857 

LIB3475-003-P1-K2-E10 

BLASTX 

gl352316 

180 

5.0e-13 

62 
61 

DR1 PROTEIN HOMOLOG >gi_633026__dbj_BAA07288_ 
[Arabidopsis thaliana] 



(D38110) Drl 



404858 

LIB3475-003-P1-K2-E11 

BLASTX 

gl05934 

553 

8.0e-57 

136 

76 

phosphopyruvate hydratase (EC 4.2.1.11) beta - human 
>gi_31170_emb_CAA34513_ (X16504) beta-enoiase (AA 1-434) 
[Homo sapiens] 





Seq. No. 


404859 




Seq. ID 


LIB3475-003-P1-K2-E4 




Method 


BLASTN 


Li 

i :• 


NCBI GI 


g3218542 




BLAST score 


242 




E value 


1.0e-134 




Match length 


242 




% identity 


100 




NCBI Description 


Oryza sativa AOXlb and AOXL 




Seq. No. 


404860 




Seq. ID 


LIB3475-003-P1-K2-E6 




Method 


BLASTX 




NCBI GI 


gl888357 




BLAST score 


191 




E value 


6.0e-17 




Match length 


148 




% identity 


38 




NCBI Description 


(X98130) alpha-mannosidase 






>giJL890154_emb_CAA72432_ (' 






precursor [Arabidopsis thai, 




Seq. No. 


404861 




Seq. ID 


LIB3475-003-P1-K2-E7 




Method 


BLASTX 




NCBI GI 


g3915054 




BLAST score 


323 




E value 


4.0e-56 




Match length 


124 



alpha-mannosidase 



52173 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



89 

SUCROSE SYNTHASE 3 (SUCROSE-UDP GLUCOSYL TRANSFERASE 3} 
>gi_1196837 (L03366) sucrose synthase 3 [Oryza sativa] 

>gi_1587663_prf 2207194B sucrose synthase : ISOTYPE-3 [Oryza 

sativa] 

404862 

LIB3475-003-P1-K2-E8 

BLASTX 

g3913437 

234 

2.0e-19 

95 
43 

PUTATIVE PRE-MRNA SPLICING FACTOR ATP-DEPENDENT RNA 
HELICASE >gi_1402875_emb_CAA66825__ (X98130) RNA helicase 
[Arabidopsis thaliana] >gi_14 95271_emb_CAA66613_ (X97970) 
RNA helicase [Arabidopsis thaliana] 



Seq. No. 


404863 


Seq. ID 


LIB3475-003-P1-K2-E9 


Method 


BLASTX 


NCBI GI 


g3789948 




539 


E value 


3.0e-55 


Match length 


102 


% identity 


98 


NCBI Description 


(AF094773) translation initiation factor 


Seq. No. 


404864 


Seq. ID 


LIB3475-003-P1-K2-F10 


Method 


BLASTX 


NCBI GI 


g2244749 


BLAST score 


350 


E value 


1.0e-48 


Match length 


129 


% identity 


78 


NCBI Description 


(Z97335) hydroxymethyltransf erase [Arabi* 


Seq. No. 


404865 


Seq. ID 


LIB3475-003-P1-K2-F12 


Method 


BLASTX 


NCBI GI 


gll36122 


BLAST score 


657 


E value 


5.0e-69 


Match length 


146 


% identity 


86 


NCBI Description 


(X91807) alfa-tubulin [Oryza sativa] 


Seq. No. 


404866 


Seq. ID 


LIB3475-003-P1-K2-F2 


Method 


BLASTX 


NCBI GI 


g5106775 


BLAST score 


473 


E value 


2.0e-47 


Match length 


95 


% identity 


96 



52174 



NCBI Description (AF067732) ribosomal protein S12 [Hordeum vulgare] 



Seq. No. 


404867 


Seq. ID 


LIB3475-003-P1-K2-F4 


Method 


BLASTX 


NCBI GI 


g2623311 


BLAST score 


217 


E value 


2.0e-17 


Match length 


54 


% identity 


83 


NCBI Description 


(AC002409) unknown protein [Arabidopsis thaliana] 


>gi 3402720 (AC004261) unknown protein [Arabidopsis 




thaliana] 


Seq. No. 


404868 


Seq. ID 


LIB3475-003-P1-K2-F6 


Method 


BLASTX 


NCBI GI 


g854361 


BLAST score 


300 


E value 


2.0e-35 


Match length 


83 


% identity 


99 


NCBI Description 


(X58877) beta-glucanase [Oryza sativa] 


Seq. No. 


404869 


Seq. ID 


LIB3475-003-P1-K2-F7 


L It: LllL/tJ. 


BLASTX 

i_> J-lXilJ J. 


NCBI GI 


g3850818 


BLAST score 


426 


E value 


3.0e-43 


Match length 


103 


% identity 


88 


NCBI Description 


(Y18349) U2 snRNP auxiliary factor, small subunit [Oryz, 




sativa] 


Seq. No. 


404870 


Sea. ID 


LIB3475-003-P1-K2-F8 


Method 


BLASTX 


NCBI GI 


g2293480 


BLAST score 


274 


E value 


2.0e-24 


Match length 


55 


% identity 


95 


NCBI Description 


(AF011331) glycine-rich protein [Oryza sativa] 


Seq. No. 


404871 


Seq. ID 


LIB3475-003-P1-K2-F9 


Method 


BLASTN 


NCBI GI 


g20280 


BLAST score 


306 


E value 


1.0e-172 


Match length 


306 


% identity 


100 


NCBI Description 


Rice gene for phenylalanine ammonia-lyase (EC 4.3.1.5) 


Seq. No. 


404872 


Seq. ID 


LIB3475-003-P1-K2-G11 



52175 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl70354 

560 

1.0e-57 

113 

22 

(M74156) 



pentameric polyubiquitin [Nicotiana sylvestris] 



404873 

LIB3475-003-P1-K2-G12 

BLASTX 

g5231113 

246 

6.0e-21 

121 

43 

(AF141202) EIN2 [Arabidopsis thaliana] 
>gi_5231115__gb_AAD41077.1_AF141203_l (AF141203) EIN2 
[Arabidopsis thaliana] 

404874 

LIB3475-003-P1-K2-G3 

BLASTX 

gl049086 

201 

2.0e-15 

90 
48 

(U30829) SRp55-3 [Homo sapiens] 
404875 

LIB3475-003-P1-K2-G5 

BLASTX 

gl29591 

752 

4.0e-80 

153 

99 

PHENYLALANINE AMMONIA- LYASE >gi_295824_emb_CAA34226_ 
(X16099) phenylalanine ammonia- lyase [Oryza sativa] 

404876 

LIB3475-003-P1-K2-G6 

BLASTX 

g2129946 

416 

8.0e-41 

85 

95 

ADP-ribosylation factor homolog GTP-binding protein NTGB1 
common tobacco (fragment) >gi_1184987 (U46927) NTGB1 
[Nicotiana tabacum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



404877 

LIB3475-003-P1-K2-G7 

BLASTX 

g3184082 



52176 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% . identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



225 

2.0e-18 

127 
36 

(AL023781) N-terminal acetyltransf erase 1 
[Schizosaccharomyces pombe] 

404878 

LIB3475-003-P1-K2-G8 

BLASTN 

gll55264 

61 

2.0e-25 

178 

91 

Pennisetum ciliare possible apospory-associated protein 
mRNA, complete cds 

404879 

LIB3475-003-P1-K2-H1 

BLASTX 

g2213601 

613 

9.0e-64 

167 

62 

(AC000348) T7N9.21 [Arabidopsis thaliana] 
404880 

LIB3475-003-P1-K2-H10 

BLASTX 

g3786016 

246 

6.0e-21 

140 

48 

(AC0054 99) putative elongation factor [Arabidopsis 
thaliana] 

404881 

LIB3475-003-P1-K2-H11 

BLASTN 

g4680189 

253 

1.0e-140 

273 

98 

Oryza sativa subsp. indica putative dnaJ-like protein, 
putative myb-related protein, putative farnesyl 
pyrophosphate synthase, and hypothetical protein genes, 
complete cds 

404882 

LIB3475-003-P1-K2-H4 

BLASTX 

g5499730 

599 



52177 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-62 

114 

99 

(AF141878) germin-like protein 1 precursor [Oryza sativa] 
>gi_54 99734_gb_AAD43973.1_AF141880_l (AF141880) germin-like 
protein 1 precursor [Oryza sativa] 

404883 

LIB3475-003-P1-K2-H5 

BLASTX 

g4874303 

165 

1.0e-ll 

47 
72 

(AC006053) putative transcription elongation factor 
[Arabidopsis thaliana] 





Seq. No. 


404884 




Seq. ID 


LIB3475-003-P1-K2-H9 


■jy 


Method 


BLASTX 




NCBI GI 


gl353516 


frz 


BLAST score 


279 


WW 


E value 


7.0e-25 




AiT —i 4* y-i Vi 1 i^f "l - Vl 

jyiaL.cn ieny tn 


70 
/ u 




% identity 


73 


Mr 


NCBI Description 


(U38651) sugar transporter 


fr 

iS 


Seq. No. 


404885 




Seq. ID 


LIB3475-004-P1-K2-A1 




Method 


BLASTX 


Q 


NCBI GI 


g2088651 




BLAST score 


188 




E value 


2.0e-14 




Match length 


88 




% identity 


45 




NCBI Description 


(AF002109) hypersensitivity- 






[Arabidopsis thaliana] 




Seq. No. 


404886 




Seq. ID 


LIB3475-004-P1-K2-A12 




Method 


BLASTX 




NCBI GI 


g59023£9 




BLAST score 


538 




E- value 


4.0e-55 




Match length 


129 




% identity 


78 




NCBI Description 


(AC009322) Heat-shock prote 




Seq. No. 


404887 




Seq. ID 


LIB3475-004-P1-K2-A3 




Method 


BLASTX 




NCBI GI 


g3021508 




BLAST score 


356 




E value 


1.0e-33 




Match length 


98 




% identity 


73 



52178 



NCBI Description (AJ001769) glucose- e-phosphate dehydrogenase [Nicotiana 
tabacum] 





Seq. No. 


404888 




Seq. ID 


LIB3475-004-P1-K2-A4 




Method 


BLASTX 




NCBI GI 


g4138137 




BLAST score 


286 




E value 


1 . Oe-25 




Match length 


132 




% identity 


47 




NCBI Description 


(AJ012796) ss-galactosidase [Lycopersicon esculentum] 




Seq. No. 


404889 




Seq. ID 


LIB3475-004-P1-K2-A5 




Method 


BLASTN 




NCBI GI 


g5777612 




BLAST score 


177 




E value 


1.0e-94 




Match length 


255 




% identity 


75 


01 


NCBI Description 


Oryza sativa chromosome 4 BAC q3 037-207 Fl complete genome 




Seq. No. 


404890 




Seq. ID 


LIB3475-004-P1-K2-A7 




Method 


BLASTX 


pi: 


NCBI GI 


g4580515 




BLAST score 


362 




E value 


2.0e-34 




Match length 


106 


?=": 


% identity 


67 


"""" 


NCBI Description 


(AF036301) scarecrow-like 3 [Arabidopsis thaliana] 


L „» 


Seq. No. 


404891 




Seq. ID 


LIB3475-004-P1-K2-A8 




Method 


BLASTX 




NCBI GI 


g2983997 




BLAST score 


211 




E value 


1 . 0e-16 




Match length 


87 




% identity 


45 




NCBI Description 


(AE000749) hypothetical protein [Aquifex aeolicus] 




Seq. No. 


404892 




Seq. ID 


LIB3475-004-P1-K2-B1 




Method 


BLASTX 




NCBI GI 


g3668089 




BLAST score 


743 




E value 


5. 0e-79 




Match length 


165 




% identity 


84 




NCBI Description 


(AC004667) unknown protein [Arabidopsis thaliana] 




Seq. No. 


404893 




Seq. ID 


LIB3475-004-P1-K2-B11 




Method 


BLASTX 




NCBI GI 


g4835783 - 



52179 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



146 

4.0e-09 

42 

67 

(AC007296) Strong similarity to gi_3367537 T8K4.24 from 
Arabidopsis thaliana BAG gb_AC004392. EST gb_N37796 comes 
from this gene 

404894 

LIB3475-004-P1-K2-B12 

BLASTX 

gl944573 

670 

1.0e-70 

131 
97 

(Z49146) phenylalanine ammonia-lyase [Hordeum vulgare] 
404895 

LIB3475-004-P1-K2-B2 

BLASTX 

gl944573 

639 

6.0e-67 
150 

86- 

(Z49146) phenylalanine ammonia-lyase [Hordeum vulgare] 
404896 

LIB3475-004-P1-K2-B3 

BLASTN 

g287394 

49 

1.0e-18 

106 

97 

Oryza sativa mRNA for chilling tolerance related protein, 
complete cds, clone :pBC121 

404897 

LIB3475-004-P1-K2-B4 

BLASTX 

gl29591 

313 

5.0e-29 

63 

98 

PHENYLALANINE AMMONIA-LYASE >gi_295824__emb_CAA34226_ 
(X16099) phenylalanine ammonia-lyase [Oryza sativa] 

404898 

LIB3475-004-P1-K2-B6 

BLASTN 

gll55264 

58 

6.0e-24 
89 



52180 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Mftch length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



91 

Pennisetum ciliare possible apospory-associated protein 
mENA, complete cds 



404899 

LIB3475-004-P1-K2-B9 

BLASTN 

g780371 

103 

3.0e-51 

103 

100 

Oryza sativa enolase mRNA, 



complete cds 



404900 

LIB3475-004-P1-K2-C1 

BLASTX 

g99758 

303 

1.0e-27 

115 

51 

monosaccharid transport protein STP4 - Arabidopsis thaliana 
>gi_16524_emb_CAA47325_ (X66857) sugar transport protein 
[Arabidopsis thaliana] 

404901 

LIB3475-004-P1-K2-C10 

BLASTX 

g2618699 

178 

6.0e-13 

63 

46 

(AC002510) unknown protein [Arabidopsis thaliana] 
404902 

LIB3475-004-P1-K2-C2 

BLASTX 

g462195 

318 

3.0e-29 

78 

79 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG {GOS2 PROTEIN) 

>gi_100682_pir S21636 GOS2 protein - rice 

>gi_20238_emb_CAA36190_ (X51910) GOS2 [Oryza sativa] 
>gi_3789950 (AF094774) translation initiation factor [Oryza 
sativa] 

404903 

LIB3475-004-P1-K2-C6 

BLASTN 

g6015437 

36 

9.0e-ll 
36 



52181 



% identity 100 

NCBI Description Homo sapiens PEX1 mRNA, complete cds 





beq. wo. 


A fl A QOA 
H U *t ¥KJ ft 




Seq. ID 


t TD^nc; n Pi A _D1 —VO—HQ 
L±Jbo4 id — UU4 rl rvZ - Uo 




Method 


BLASTX 




NCBI GI 


g542179 




BLAST score 


3 / Z 




E value 


o . ue— oy 




Match length 


ilU 




% identity 






NCBI Description 


alpha tubulin - maize >gi_6* 






chain - maize (fragment) >gi 






aipna tUDuim [iiea itiaysj 




Seq. No. 


404905 




Seq. ID 


LIB3475-004-P1-K2-C9 




Method 






NCBI GI 


gi Jo^UUo 




BLAST score 


44U 




E value 


z . ue no 


y s 


Match length 


110 


CQ 


% identity 


21 


asf"-- 


NCBI Description 


uDiquirm - mce proiein iz 




Seq. No. 


4U49Uo 


u 


Seq. ID 


LIB3475-004-P1-K2-D12 


01 


Method ^ 


BLASTX 




NCBI GI 


g4588012 




BLAST score 


236 




E value 


1 . 0e-19 


■SiiiEf. 

■ssw 


Match length 


53 




% identity 


O 1 

81 




NCBI Description 


(AF085717) putative callose 


; « 




Loossypium. nirsucuitij 




Seq. No. 


404907 




Seq. ID 


LIB3475-004-P1-K2-D2 




Method 


BLASTX 




NCBI GI 


g462195 




BLAST score 


368 




E value 


4.0e-35 




Match length 


87 




% identity 


83 



NCBI Description 



PROTEIN TRANSLATION FACTOR SUI1 H0M0L0G (GOS2 PROTEIN) 

>gi_100682j?ir S21636 G0S2 protein - rice 

>gi_20238_emb_CAA36190_ (X51910) G0S2 [Oryza sativa] 
>gi_3789950 (AF094774) translation initiation factor [Oryza 
sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



404908 

LIB3475-004-P1-K2-D3 

BLASTX 

g4584358 

491 

7.0e-52 
127 



52182 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



90 

(AC006420) unknown protein [Arabidopsis thaliana] 
404909 

LIB3475-004-P1-K2-D4 

BLASTX 

g3790100 

360 

2.0e-34 

107 

67 

[AF0 95520) pyrophosphate-dependent phosphof ructokinase beta 
subunit [Citrus X paradisi] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404910 

LIB3475-004-P1-K2-D6 

BLASTN 

g809513 

178 

1.0e-95 

194 

98 

Rice mRNA for f erredoxin-nitrite reductase, complete cds 
404911 

LIB3475-004-P1-K2-E1 

BLASTX 

gll70937 

575 

2.0e-59 

129 

88 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 
>gi_450549_emb_CAA81481_ (Z26867) S-adenosyl methionine 
synthetase [Oryza sativa] 

404912 

LIB3475-004-P1-K2-E11 

BLASTN 

g3135542 

42 

3.0e-15 

50 

96 

Oryza sativa aquaporin (PIP2a) mRNA, complete cds 
404913 

LIB3475-004-P1-K2-E4 

BLASTX 

g!170937 

396 

2.0e-38 

84 

93 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 



52183 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value I. 

Match length 

% identity 

NCBI Description 



>gi_45054 9_emb_CAA81481_ (Z26867) S-adenosyl methionine 
synthetase [Oryza sativa] 

404914 

LIB3475-004-P1-K2-E5 

BLASTX 

gl709563 

332 

2.0e-31 

96 

80 

PHENYLALANINE AMMONIA-LYASE >gi_2130081_pir S66313 

phenylalanine ammonia-lyase (EC 4.3.1.5) - rice 
>gi_871494_emb_CAA61198_ (X87946) phenylalanine 
ammonia-lyase [Oryza sativa] 





Seq. No. 


404915 






Seq. ID 


LIB3475-004-P1-K2-E9 






Method 


BLASTN 




, , 


NCBI GI 


g6015437 






BLAST score 


33 






E value 


5.0e-09 




ffi 


Match length 


33 






% identity 


100 






NCBI Description 


Homo sapiens PEX1 mRNA, 


complete < 


E 2 


Seq. No. 


404916 




O; 


Seq. ID 


LIB3475-004-P1-K2-F1 






Method 


BLASTX 






NCBI GI 


gll6337 






BLAST score 


166 






E value 


4.0e-12 






Match length 


53 






% identity 


53 






NCBI Description 


BASIC ENDOCHITINASE PRECURSOR >gi 






chitinase (EC 3.2.1.14) 


III, basii 






>gi_l 980 3_emb_CAA7 7 6 5 7_ 


(Z11564) ] 






[Nicotiana tabacum] 






Seq. No. 


404917 






Seq. ID 


LIB3475-004-P1-K2-F2 






Method 


BLASTX 






NCBI GI 


g4468798 






BLAST score 


452 






E value 


5.0e-45 






Match length 


143 






% identity 


63 






NCBI Description 


(AJ010440) GST7 protein 


[Zea mays 




Seq. No. 


404918 






Seq. ID 


LIB3475-004-P1-K2-F3 






Method 


BLASTX 






NCBI GI 


g4680207 






BLAST score 


175 






E value 


1.0e-12 






Match length 


98 






% identity 


43 





_100310_pir S23545 

c - common tobacco 
basic chitinase III 



52184 



NCBI Description (AF114171) disease resistance protein RPM1 homolog [Sorghum 
bicolor] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404919 

LIB3475-004-P1-K2-G1 

BLASTX 

g2772934 

477 

6.0e-48 

136 

64 

(AF030357) 
thaliana] 



C-8,7 sterol isomerase; aSIl [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404920 

LIB3475-004-P1-K2-G11 

BLASTX 

g2662310 

343 

5.0e-45 

109 

85 

(AB009307) bpwl [Hordeum vulgare] 
404921 

LIB3475-004-P1-K2-G12 

BLASTX 

g4220481 

190 

2.0e-14 

63 

62 

(AC006069) unknown protein [Arabidopsis thaliana] 
404922 

LIB3475-004-P1-K2-G2 

BLASTN 

g5926739 

253 

1.0e-140 

269 
99 

Oryza sativa mRNA for asparaginyl endopeptidase, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



404923 

LIB3475-004-P1-K2-G3 

BLASTX 

g4544450 

203 

5.0e-16 

101 
42 

(AC006592) hypothetical protein [Arabidopsis thaliana] 
404924 

LIB3475-004-P1-K2-G6 



52185 



mi 



Method BLASTX 

NCBI GI g2583129 

BLAST score 230 

E value 2.0e-19 

Match length 70 

% identity 60 

NCBI Description (AC002387) putative methionine aminopeptidase [Arabidopsis 
thaliana] 

Seq. No. 404925 

Seq. ID LIB3475-004-P1-K2-G7 

Method BLASTN 

NCBI GI gl574943 

BLAST score 147 

E value 4.0e-77 

Match length 219 

% identity 19 

NCBI Description Oryza sativa polyubiquitin (Rubql) mRNA, complete cds 

Seq. No. 404926 

Seq. ID LIB3475-004-P1-K2-G8 

Method BLASTX 

NCBI GI g6041792 

BLAST score 308 

E value 9.0e-29 

Match length 65 

% identity 92 

NCBI Description (AC009755) unknown protein [Arabidopsis thaliana] 

Seq. No. 404927 

Seq. ID LIB3475-004-P1-K2-H4 

Method BLASTX 

NCBI GI g3559814 

BLAST score 529 

E value 2.0e-54 

Match length 141 

% identity 82 

NCBI Description (Y15781) transketolase 1 [Capsicum annuum] 

Seq. No. 404928 

Seq. ID LIB3475-004-P1-K2-H5 

Method BLASTX 

NCBI GI g5834807 

BLAST score 145 

E value 2.0e-09 

Match length 47 

% identity 62 

NCBI Description (AL117212) hypothetical protein [Schizosaccharomyces pombe] 

Seq. No. 404929 

Seq. ID LIB3475-004-P1-K2-H6 

Method BLASTX 

NCBI GI g3355626 

BLAST score 512 

E value 4.0e-52 

Match length 121 

% identity 83 




52186 



NCBI Description (Y09204) histidinol-phosphate aminotransferase [Nicotiana 
tabacum] 





Oc^ • IN (J ■ 






Seq. ID 


LIB3475-004-P1-K2-H7 




Method 


BLASTX 




NCBI GI 


gl / /ol4 9 




BLAST score 


345 




E value 


4 . Oe-33 




Matcn lengtn 


/J 




% identity 


97 




NCBI Description 


(U66404) phosphate/phosphoenolpyruvate translocator 






precursor [Zea mays] 




Seq. No. 


4U4 yji 




Seq. ID 


LIB3475-004-P1-K2-H9 




Method 


BLASTX 




NCBI GI 


g2398679 




BLAST score 


274 




E value 


5 . Oe-24 




Matcn lengtn 


bo 


0 


% identity 


96 




NCBI Description 


(Y14797) 3-deoxy-D-arabino-heptulosonate 7 -phosphate 






synthase [Morinda citrifolia] 


~i ,r '" 


Seq. No. 


404932 




Seq. ID 


LIB3475-005-P1-K1-A10 


y s 


Method 


BLASTX 




NCBI GI 


g3789948 




BLAST score 


459 




E value 


9. Oe-46 




Match length 


128 




% identity 


82 




NCBI Description 


(AF094773) translation initiation factor 5A [Oryza sativa] 




Seq. No. 


A A A a o o 

404933 




Seq. ID 


LIB3475-005-P1-K1-A12 




Method 


BLASTX 




NCBI GI 


g4 678345 




BLAST score 


229 




E value 


8 . Oe-19 




Match length 


o o 

88 




% identity 


55 




NCBI Description 


(AL049659) putative zinc finger protein [Arabidopsis 






thaliana] 




Seq. No. 


404934 




Seq. ID 


LIB3475-005-P1-K1-A3 




Method 


BLASTN 




NCBI GI 


g20280 




BLAST score 


181 




E value 


2.0e-97 




Match length 


181 




% identity 


100 




NCBI Description 


Rice gene for phenylalanine ammonia-lyase (EC 4.3.1.5) 




Seq. No. 


404935 



52187 



oeq. lu 


7 S-OOS-PI — Kl— A5 




DiinO X -A. 


NCBI GI 


g4097946 


BLAST score 


267 


E value 


z . ue z o 


Match length 


ci 


% identity 


yo 


wubi uescripuxon 


( n7 0 0 ^ A \ Kffi-f-a — 1 ^— rrl nr 1 Anpi nrprnrsnr f Orv2a satival 


Seq. No. 


/ Pi A Q*5 £ 


oeq. 1U 


T TR^d7R-nOR-Pl —PCI — A6 


Method 


JDiiiiO 1 A 


NCBI GI 


gl684855 


BLAST score 


617 


E value 


z . ue-o4 


Match length 


XZ t> 


% identity 


ZZ 


diupx uescnpt-ion 


/n77Q^Q^ nhi mi t t- 1 n— 1 i Vp nrofpin rPha^eolus vulcrarisl 


Seq. No. 


A f\ A QOI 

4U4yo / 


beq. lu 


J_iX.do*_ / j Uuj rl J\_L iAO 


Method 


IDT 7\ CTV 


NCBI GI 


gl321661 


BLAST score 


548 


E value 


z . ue~o D 


Match length 


109 


% identity 


99 


NCBI Description 


^L/4i04.ZjJ aSCOIDaLe peiOAlUabc L^-^Y^ 01 oaLivaj 


Seq. No. 


aha mo 


beq* id 


ijltijfi / j UUO rl JaJ. ri-? 


Method 


BLASTX 


NCBI GI 


g5107831 


BLAST score 


268 


E value 


3.0e-23 


Match length 


173 


% identity 


37 


NCBI Description 


^iir X^l i?4 X J y COncaJLnS SXILlXXa.2-Xty CU piULclIl JS-XIldOc: ^-H-JiLLd-Liio 


(FiaiH r UUuoy^ bCOre— luZ.O/ l-o . oe 4 0^ in— x; d.iiu. leuLicii xxun 




repeats (lrrani rJeuuDou, ocore— ziu. / f Hj— z . ze 0.7^ in iuj 




r 2i v* a "J ^ on c +■ K a 1 t anal 
[_H.raiJXU.U_p-3 Id LIlciXXclIl-1 j 


Seq. No. 


4U4 yjy 


beq. id 


T TT2*3/<17E; — flflR — PI —V\ — Rl 

/ j UUj rl j\1 ol 


Method 


BLASTX 


NCBI GI 


gzzoyuyx 


BLAST score 


285 


E value 


2.0e-25 


Match length 


ioy 


% identity 


A A 

40 


NCBI Description 


(Zo4o/l) antnranilate N-nyaroxycinnaiuoyx/DenzoyxT-ransj-erase 




|_ L/ -La.il LiiLio L>aiyupiiji±uo j 


Seq. No. 


404940 


Seq. ID 


LIB3475-005-P1-K1-B10 


Method 


BLASTX 


NCBI GI 


g4512694 



52188 



BLAST score 188 

E value 5.0e-14 

Match length 114 

% identity 39 

NCBI Description (AC006569) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 404941 

Seq. ID LIB3475-005-P1-K1-B11 

Method BLASTX 

NCBI GI g4586378 

BLAST score 763 

E value 2.0e-81 

Match length 14 9 

% identity 98 

NCBI Description (AB021746) nicotianamine synthase 1 [Oryza sativa] 




Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404942 

LIB3475-005-P1-K1-B12 

BLASTX 

g3702340 

507 

2.0e-51 

174 

56 

(AC005397) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404943 

LIB3475-005-P1-K1-B2 

BLASTX 

g3550661 

216 

3.0e-17 

85 
53 

(AJ001310) 
tuberosum] 



39 kDa EF-Hand containing protein [Solanum 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404944 

LIB3475-005-P1-K1-B5 

BLASTX 

g6006801 

409 

6.0e-40 

110 

68 

(AF156783) apyrase [Arabidopsis thaliana] 
404945 

LIB3475-005-P1-K1-B6 

BLASTX 

g2655291 

643 

2.0e-67 

124 

99 

(AF032974) germin-like protein 4 [Oryza sativa] 



52189 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404946 

LIB3475-005-P1-K1-B8 

BLASTX 

g2984709 

464 

2.0e-46 

88 

99 

(AF053468) DnaJ-related protein ZMDJ1 [Zea mays] 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404947 

LIB3475-005-P1-K1-B9 

BLASTX 

g5912299 

721 

2.0e-76 

163 

87 

(AJ133787) gigantea homologue [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404948 

LIB3475-005-P1-K1-C11 

BLASTX 

g3258575 

579 

7.0e-60 

138 

80 

(U89959) Hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404949 

LIB3475-005-P1-K1-C12 

BLASTX 

gl946265 

699 

7.0e-74 

125 

100 

(Y11414) myb [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



404950 

LIB3475-005-P1-K1-C2 

BLASTX 

g!084358 

366 

7.0e-35 

124 

60 



NCBI Description ATP synthase - soybean 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



404951 

LIB3475-005-P1-K1-C3 

BLASTX 

g3702314 

296 

1.0e-26 
132 



52190 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46 

(AC002535) similar to SWI/SNF complex subunit BAF170 
[Arabidopsis thaliana] 

404952 

LIB3475-005-P1-K1-C4 

BLASTX 

g3560533 

380 

6.0e-37 

84 

87 

(AF042333) 24-methylene lophenol C24 (l)methyltransf erase 
[Oryza sativa] 

404953 

LIB3475-005-P1-K1-C5 

BLASTX 

g3660469 

525 

1.0e-53 

124 

80 

(AJ001808) succinyl-CoA-ligase beta subunit [Arabidopsis 
thaliana] >gi_4512693__gb_AAD21746. 1_ (AC006569) 
succinyl-CoA ligase beta subunit [Arabidopsis thaliana] 



Seq. No. 


404954 


Seq. ID 


LIB3475-005-P1-K1-C9 


Method 


BLASTX 


NCBI GI 


g4006908 


BLAST score 


184 


E value 


2.0e-13 


Match length 


145 


% identity 


30 


NCBI Description 


(Z99708) putative protein [Arabidopsis 


Seq. No. 


404955 


Seq. ID 


LIB3475-005-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


g3402693 


BLAST score 


433 


E value 


9.0e-43 


Match length 


142 


% identity 


64 


NCBI Description 


(AC004697) unknown protein [Arabidopsi: 


Seq. No. 


404956 


Seq. ID 


LIB3475-005-P1-K1-D5 


Method 


BLASTX 


NCBI GI 


g5360659 


BLAST score 


878 


E value 


7.0e-95 


Match length 


165 


% identity 


99 


NCBI Description 


(AB022603) anthranilate synthase alpha 




sativa] 



52191 



HI 

Seq. No. 404957 

Seq. ID LIB3475-005-P1-K1-D6 

Method BLASTN 

NCBI GI g2062705 

BLAST score 36 

E value 1.0e-10 

Match length 36 

% identity 100 

NCBI Description Human butyrophilin (BTF5) mRNA, complete cds 




Seq. No. 404958 

Seq. ID LIB3475-005-P1-K1-E10 

Method BLASTX 

NCBI GI g4680205 

BLAST score 560 

E value 1.0e-57 

Match length 119 

% identity 89 

NCBI Description (AF114171) H beta 58 homolog [Sorghum bicolor] 

Seq. No. 404959 

Seq. ID LIB3475-005-P1-K1-E11 

Method BLASTX 

NCBI GI g3763927 

BLAST score 149 

E value 1.0e-09 

Match length 56 

% identity 54 

NCBI Description (AC004450) putative carboxyphosphoenolpyruvate mutase 
[Arabidopsis thaliana] 

Seq. No. 404960 

Seq. ID LIB3475-005-P1-K1-E2 

Method BLASTX 

NCBI GI g2662341 

BLAST score 736 

E value 2.0e-78 

Match length 138 

% identity 100 

NCBI Description (D63580) EF-1 alpha [Oryza sativa] 

>gi 2662345_dbj_BAA23659_ (D63582) EF-1 alpha [Oryza 
sativa] >gi_2662347_dbj_BAA23660_ (D63583) EF-1 alpha 
[Oryza sativa] 

Seq. No. 404961 

Seq. ID LIB3475-005-P1-K1-E3 

Method BLASTX 

NCBI GI g3426064 

BLAST score 234 

E value 2.0e-19 

Match length 143 

% identity 40 

NCBI Description (AJ007588) monooxygenase [Arabidopsis thaliana] 

>gi_4467141_emb_CAB37510__ (AL035540) monooxygenase 2 (M02) 
[Arabidopsis thaliana] 



52192 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404962 

LIB3475-005-P1-K1-E4 

BLASTX 

g70642 

708 

6.0e-75 

142 
22 

ubiquitin precursor - Arabidopsis thaliana 

>gi_17678_emb_CAA31331_ (X12853) polyubiquitin (AA 1 - 382) 
[Arabidopsis thaliana] >gi_987519 (U33014) polyubiquitin 

[Arabidopsis thaliana] >gi_2264 99__prf 1515347A 

poly-ubiquitin [Arabidopsis thaliana] 



Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404963 

LIB3475-005-P1-K1-E5 

BLASTX 

g5732060 

401 

6.0e-39 

129 

63 

(AF147263) contains similarity to Pfam families PF00106 
(short chain dehydrogenase; score=151.7, E=1.3e-41, N=l) 
and PF00678 (Short chain dehydrogenase/reductase 
C-terminus; score=48.9, E=l.le-10, N=l) [Arabidopsis t 

404964 

LIB3475-005-P1-K1-E7 

BLASTX 

g2130069 

556 

2.0e-58 

130 

88 

catalase (EC 1.11.1.6) catA - rice 

>gi_1261858_dbj_BAA06232_ (D29966) catalase fcOryza sativa] 
404965 

LIB3475-005-P1-K1-E8 

BLASTX 

g542200 

246 

7.0e-21 

98 

54 

hypothetical protein - garden asparagus 
>gi_452714_emb_CAA54526_ (X77320) unknown [Asparagus 
officinalis] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



404966 

LIB3475-005-P1-K1-F1 

BLASTX 

g464986 

742 

7.0e-7 9 
142 



52193 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



95 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 9 (UBIQUITIN-PROTEIN 
LIGASE 9) (UBIQUITIN CARRIER PROTEIN 9) (UBCAT4B) 

>gi_421857_pir S32674 ubiquitin — protein ligase (EC 

6.3.2.19) UBC9 - Arabidopsis thaliana 

>gi_297884_emb__CAA78714_ (Z14990) ubiquitin conjugating 
enzyme homolog [Arabidopsis thaliana] >gi_34 9211 (L00639) 
ubiquitin conjugating enzyme [Arabidopsis thaliana] 
>gi_600391_emb_CAA51201_ (X72626) ubiquitin conjugating 
enzyme E2 [Arabidopsis thaliana] 

>gi_4455355__emb_CAB36765.1_ (AL035524) ubiquitin-protein 
ligase UBC9 [Arabidopsis thaliana] 

404967 

LIB3475-005-P1-K1-F12 

BLASTX 

g401140 

803 

4.0e-86 

161 

97 

SUCROSE SYNTHASE 2 (SUCROSE-UDP GLUCO SYLT RAN SFE RASE 2) 
>gi_20095_emb_CAA41774_ (X59046) sucrose-UDP 
glucosyltransferase (isoenzyme 2) [Oryza sativa] 

>gi_1587662_prf 2207194A sucrose synthase : ISOTYPE=2 [Oryza 

sativa] 

404968 

LIB3475-005-P1-K1-F3 

BLASTX 

g5032258 

159 

1.0e-10 

51 

75 

(AF126057) microtubule-associated protein [Arabidopsis 
thaliana] r 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404969 

LIB3475-005-P1-K1-F5 

BLASTX 

g4895219 

230 

9.0e-19 

106 

48 

(AC007660) hypothetical protein [Arabidopsis thaliana] 



404970 

LIB3475-005-P1-K1-F9 

BLASTX 

gl076748 

223 

4.0e-18 

87 

51 

major intrinsic protein 



- rice >gi_440869_dbj_BAA04257_ 



52194 



(D17443) major intrinsic protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404971 

LIB3475-005-P1-K1-G1 

BLASTX 

g3334276 

217 

2.0e-17 

117 
50 

AUTOANTIGEN NGP-1 >gi_179285_gb_AAC37588 . 1_ (L05425) 
nucleolar GTPase [Homo sapiens] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



404972 

LIB3475-005-P1-K1-G10 

BLASTX 

g4929677 



BLAST score 


238 


E value 


7.0e-20 


Match length 


86 


% identity 


50 


IM U _L i-J ^3 O J L <J \~ -1_ Ull 


(AFlSlRfiyM CGT-104 nrotein FHomo saoiensl 




>gi_5531839_gb_AAD44494.1_ (AF078862) PTD009 [Homo 


Seq. No. 


404973 


Seq. ID 


LIB3475-005-P1-K1-G11 


Method 


BLASTX 


NCBI GI 


g4539545 


BLAST score 


600 


E value 


3.0e-62 


Match length 


128 


% identity 


88 


NCBI Description 


(Y16644) PRCI [Nicotiana tabacum] 


Seq. No. 


404974 


Seq. ID 


LIB3475-005-P1-K1-G3 


Method 


BLASTX 


NCBI GI 


g3122673 


BLAST score 


586 


E value 


1.0e-60 


Match length 


148 


% identity 


76 


NCBI Description 


60S RIBOSOMAL PROTEIN L15 >gi_2245027_emb_CAB10447 




(Z97341) ribosomal protein [Arabidopsis thaliana] 


Seq. No. 


404975 


Seq. ID 


LIB3475-005-P1-K1-G4 


Method 


BLASTX 


NCBI GI 


g6094429 


BLAST acore 


940 


E value 


1.0e-102 


Match length 


183 



% identity 

NCBI Description 



98 

TUBULIN ALPHA- 1 CHAIN (ALPHA-TUBULIN 1) >gi_2511531 
(AF008120) alpha tubulin 1 [Eleusine indica] 
>gi_3163944_emb_CAA06618_ (AJ005598) alpha-tubulin 1 
[Eleusine indica] 



52195 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404976 

LIB3475-005-P1-K1-G5 

BLASTX 

gl076748 

205 

5.0e-16 

80 
51 

major intrinsic protein - rice >gi_4408 69_dbj_BAAQ4257_ 
(D17443) major intrinsic protein [Oryza sativa] 



C 1 /r*f "KT^-S 

beq. wo. 


3 U 4 _? / / 


Seq. ID 


LIBo4 /o-UUo-Pl-Kl-bb 


Method 


BLAST N 


NCBI GI 


g6016845 


BLAST score 


l /y 


E value 


4 . 0e-9o 


Match length 


253 


% identity 


n o 

yy 


NCBI Description 


Oryza sativa genomic 


Seq. No. 


404978 


beq. ID 


t TT3 "3 ^ 7 C fine nl t^i r , '7 


Method 


BLASTX 


NCBI GI 


gl814403 


BLAST score 


735 


E value 


4.0e-78 


Match length 


154 


% identity 


89 


NCBI Description 


(U84889) methionine : 




crystallinum] 


Seq. No. 


404979 


Seq. ID 


LIB3475-005-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


g!928981 


BLAST score 


351 


E value 


3.0e-33 


Match length 


116 


% identity 


59 



NCBI Description 



(U92651) tonoplast intrinsic protein bobTIP26-l [Brassica 
oleracea var. botrytis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



404980 

LIB3475-005-P1-K1-G9 

BLASTX 

g6014652 

197 

7.0e-15 

162 

38 

(AF187961) ubiquitin carboxyl-terminal hydrolase 
[Schizosaccharomyces pombe] 



Seq. No. 
Seq. ID 



404981 

LIB3475-005-P1-K1-H1 



52196 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3402684 

292 

3.0e-26 

78 

68 

(AC004 697) 



hypothetical protein [Arabidopsis thaliana] 



404982 

LIB3475-005-P1-K1-H12 

BLASTX 

gl944573~ 

629 

1.0e-65 

152 
84 

(Z49146) phenylalanine ammonia- lyase [Hordeum vulgare] 
404983 

LIB3475-005-P1-K1-H2 

BLASTX 

g4587562 

582 

4.0e-60 

124 

86 

(AC006550) Belongs to PF_00583 Acetyltransf ersase (GNAT) 
family. [Arabidopsis thaliana] 

404984 

LIB3475-005-P1-K1-H4 

BLASTX 

g4539321 

226 

2.0e-18 

72 
54 

(AL035679) putative protein [Arabidopsis thaliana] 
404985 

LIB3475-005-P1-K1-H5 

BLASTX 

g3927831 

436 

3.0e-43 

108 
74 

(AC005727) similar to mouse ankyrin 3 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



404986 

LIB3475-005-P1-K1-H6 

BLASTX 

g3860333 

270 

1.0e-23 

83 



52197 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
. Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



58 

(AJ012693) basic blue copper protein [Cicer arietinum] 
404987 

LIB3475-005-P1-K1-H7 

BLASTX 

g2760345 

686 

2.0e-72 

143 

24 

(U84967) ubiquitin [Arabidopsis thaliana] 
404988 

LIB3475-005-P1-K1-H8 

BLASTN 

g473980 

80 

4.0e-37 

119 

91 

Rice mRNA, partial homologous to glycine-rich protein gene 
404989 

LIB3475-005-P1-K1-H9 

BLASTX 

g2493318 

234 

2.0e-19 

99 

47 

BLUE COPPER PROTEIN PRECURSOR >gi_562779_emb_CAA80963_ 
(Z25471) blue copper protein [Pisum sativum] 
>gi_1098264_prf 2115352A blue Cu protein [Pisum sativum] 

404990 

LIB3475-006-P1-K1-A1 

BLASTX 

g4587615 

574 

4.0e-59 

194 

58 

(AC006951) putative acyl-CoA synthetase [Arabidopsis 
thaliana ] >gi_4 6894 6 9__gb_AAD2 7 905. 1_AC0 0721 3_3 ( AC0 0 7 2 1 3 ) 
putative acyl-CoA synthetase [Arabidopsis thaliana] 

404991 

LIB3475-006-P1-K1-A11 

BLASTN 

g786131 

43 

6.0e-15 

63 

92 

Oryza sativa root-specific RCc3 mRNA, complete cds 



52198 





Seq. No. 


404992 




Seq. ID 


LIB3475-006-P1-K1-A2 




Method 


BLASTX 




NCBI GI 


g3885888 




BLAST score 


351 




E value 


4.0e-33 




Match length 


115 




% identity 


67 




NCBI Description 


(AF093632) high mobility group protein [Oryza sativa] 




Seq. No. 


404993 




Seq. ID 


LIB34 75-00 6-P1-K1-A4 




Method 


BLASTX 




NCBI GI 


g3293031 




BLAST score 


378 




E value 


3.0e-36 




Match length 


136 




% identity 


53 




NCBI Description 


(AJ007574) amino acid carrier [Ricinus communis] 


CI 


Seq. No. 


404994 


yl! 


Seq, ID 


LIB3475-006-P1-K1-A6 


CP 


Method 


BLASTX 




NCBI GI 


g4538934 


4^ 


BLAST score 


505 




E value 


5.0e-51 




Match length 


148 


in 


% identity 


34 


s " 


NCBI Description 


(AL049483) putative leucine-rich-repeat protein 






[Arabidopsis thaliana] 




Seq. No. 


404995 




Seq. ID 


LIB3475-006-P1-K1-A8 




Method 


BLASTX 


Q. 


NCBI GI 


g417154 


«™ 


BLAST score 


704 




E value 


1.0e-74 




Match length 


142 




% identity 


99 




NCBI Description 


HEAT SHOCK PROTEIN 82 >gi_100685_pir S25541 heat sho 






protein 82 - rice (strain Taichung Native One) 






>gi_20256__emb_CAA77978_ (Z11920) heat shock protein 8 






(HSP82) [Oryza sativa] 




Seq. No. 


404996 




Seq. ID 


LIB3475-006-P1-K1-A9 




Method 


BLASTN 




NCBI GI 


g6015437 




BLAST score 


38 




E value 


7.0e-12 




Match length 


50 




% identity 


67 




NCBI Description 


Homo sapiens PEX1 mRNA, complete cds 




Seq. No. 


404997 




Seq. ID 


LIB3475-006-P1-K1-B10 




Method 


BLASTN 



52199 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4959460 
37 

2.0e-ll 

37 

100 

Zea mays RACB small GTP binding protein mRNA, complete cds 
404998 

LIB3475-006-P1-K1-B2 

BLASTX 

gl076732 

527 

1.0e-53 

135 

70 

type-1 pathogenesis-related protein - barley 
>gi__732807_emb_CAA88618_ (Z48728) type-1 
pathogenesis-related protein [Hordeum vulgare] 

404999 

LIB3475-006-P1-K1-B3 

BLASTX 

g2647938 

187 

7.0e-14 

60 

60 

(D50641) 
vulgare] 



plant metallothionein-like protein [Hordeum 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405000 

LIB3475-006-P1-K1-B4 

BLASTX 

g3023713 

693 

4.0e-73 

152 

90 

ENOLASE { 2-PHOSPHOGLYCERATE DEHYDRATASE) 
( 2 - PHOS PHO-D-GLYCERATE HYDRO-LYASE) (OSE1) 
(U09450) enolase [Oryza sativa] 



>gi 780372 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



405001 

LIB3475-006-P1-K1-B5 

BLASTX 

g3377810 

242 

3.0e-20 

107 
46 

(AF076275) contains similarity to glutaredoxins 
[Arabidopsis thaliana] 

405002 

LIB3475-006-P1-K1-B6 

BLASTX 

g2088647 



52200 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409 

7.0e-40 

132 

59 

(AF002109) hypothetical protein [Arabidopsis thaliana] 
>gi_3158394 (AF036340) LRR-containing F-box protein 
[Arabidopsis thaliana] 

405003 

LIB3475-006-P1-K1-B7 

BLASTX 

gl711511 

530 

4.0e-54 

114 

93 

SIGNAL RECOGNITION PARTICLE 54 KD PROTEIN 2 (SRP54) 
>gi_1020002 (L48285) signal recognition particle 54 kDa 
subunit [Hordeum vulgare] 



Seq. No, 


405004 


Seq. ID 


LIB3475-006-P1-K1-B8 


Method 


BLASTX 


NCBI GI 


g2147806 


BLAST score 


143 


E value 


8.0e-09 


Match length 


120 


% identity 


33 


NCBI Description 


narbonin (clone pNaN21) ■ 


Seq. No. 


405005 


Seq. ID 


LIB3475-006-P1-K1-B9 


Method 


BLASTX 


NCBI GI 


g4581162 


BLAST score 


526 


-E" ^value 


1.0e-53 


Match length 


117 


% identity 


85 


NCBI Description 


(AC006220) putative symb: 




thaliana] 



- Vicia narbonensis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



405006 

LIB3475-006-P1-K1-C1 

BLASTX 

g2226329 

165 

2.0e-ll 

79 
49 

(AF001634) physical impedance induced protein [Zea mays] 
405007 

LIB3475-006-P1-K1-C12 

BLASTX 

gl706318 

308 

3.0e-28 



52201 



Matcn length 


I 1 H 

II / 


% identity 


53 


NCBI Description 


GLUTAMATE DECARBOXYLASE (GAD) (ERT Dl) 




>gi 1362098 pir Sool// probable glutamate decarboxylase - 




tomato >gi 995555_emb_CAA56812_ (X80840) homology to 




pyroxidal-5 T -phosphate-dependant glutamate decarboxylases; 




putative start codon [Lycopersicon esculentum] 


Seq. No. 


405008 


Seq. ID 


LIB3475-006-P1-K1-C3 


Method 


BLASTX 


NCBI GI 


g2662343 


BLAST score 


663 


E value 


1 . Oe-69 


Match length 


127 


% identity 


100 


NCBI Description 


(D63581) EF-1 alpha [Oryza sativa] 


Seq. No. 


405009 


Seq. ID 


LIB3475-006-P1-K1-C7 


Method 


BLASTX 


NCBI GI 


_0"l A A A "-7 A 

g2130073 


BLAST score 


970 


E value 


1 . Oe-105 


Match length 


189 


% identity 


99 


NCBI Description 


fructose-bisphosphate aldolase (EC 4.1.2.13) isoenzyme C-l 




cytosolic - rice >gi 786178 dbj BAA08845 (D50307) aldolas< 




C-l [Oryza sativa] >gi_790970_dbj_BAA08830_ (D50301) 




aldolase C-l [Oryza sativa] 


Seq. No. 


405010 


Seq. ID 


LIB34 75-00 6-P1-K1-C9 


Method 


TIT n *~i m \T 

BLASTX 


NCBI GI 


g5281034 


BLAST score 


573 ; - 


E value 


4 . Oe-59 


Match length 


126 


% identity 


79 


NCBI Description 


/■71TAAAA-1A\ ». t_ • j_ » r-n 1 • 1 ■ ■ 1 "i • T 

(AL080318) putative protein [Arabidopsis thaliana] 


Seq. No. 


405011 


Seq. ID 


LIB3475-006-P1-K1-D10 


Method 


BLASTX 


NCBI GI 


g2062164 


BLAST score 


220 


E value 


5.0e-18 


Match length 


73 


% identity 


55 


NCBI Description 


(AC001 64 5) jasmonate inducible protein isolog [Arabidopsis 




thaliana] 


Seq. No. 


405012 


Seq. ID 


LIB3475-006-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


g5453129 


BLAST score 


177 



52202 



ID 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8.0e-13 

92 
41 

(AF107838) 



26S proteasome subunit p40.5 [Mus musculus] 



405013 

LIB3475-006-P1-K1-D12 

BLASTX 

gl29591 

371 

1.0e-35 

85 

89 

PHENYLALANINE AMMONIA- LYASE >gi_295824_emb_CAA34226_ 
(X16099) phenylalanine ammonia-lyase [Oryza sativa] 

405014 

LIB3475-006-P1-K1-D2 

BLASTX- 

g3860688 

156 

3.0e-10 

148 

36 

(AJ235270) unknown [Rickettsia prowazekii] 
405015 

LIB3475-006-P1-K1-D4 

BLASTX 

g2760321 

193 

9.0e-15 

57 

63 

(AC002130) F1N21.6 



[Arabidopsis thaliana] 



405016 

LIB3475-006-P1-K1-D7 

BLASTX 

g4580575 

350 

6.0e-46 

172 

59 

(AF082176) auxin response factor 9 [Arabidopsis thaliana] 
>gi_4972102_emb_CAB43898.1__ (AL078468) auxin response 
factor 9 (ARF9) [Arabidopsis thaliana] 

405017 

LIB3475-006-P1-K1-E1 

BLASTX 

g439879 

209 

4.0e-25 

86 

72 

(L15194) [Golden delicious apple fruit expressed mRNA, 



52203 



complete cds.], gene product [Malus domestical 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405018 

LIB3475-006-P1-K1-E10 

BLASTX 

g3258637 

250 

2.0e-21 

117 

39 

(AF041050) 4-coumarate:CoA ligase [Populus tremuloxdes] 
405019 

LIB3475-006-P1-K1-E11 

BLASTX 

g462195 

516 

2.0e-52 
111 
8 8 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG (GOS2 PROTEIN) 

>gi_100682_pir S21636 GOS2 protein - rice 

>gi_20238_emb_CAA36190_ (X51910) GOS2 [Oryza sativa] 
>gi_3789950 (AF094774) translation initiation factor [Ory 
sativa] 



Seq. No. 


405020 


Seq. ID 


LIB3475-006-P1-K1-E12 


Method 


BLASTX 


NCBI GI 


g2801803 


BLAST score 


465 


E value 


1.0e-46 


Match length 


115 


% identity 


81 


NCBI Description 


(AF042489) germin-like protein 16 [Oryza 


Seq. No. 


405021 


Seq. ID 


LIB3475-006-P1-K1-E2 


Method 


BLASTX 


NCBI GI 


gl488652 


BLAST score 


757 


E value 


1.0e-80 


Match length 


158 


% identity 


91 


NCBI Description 


(X91615) fumarase [Solanum tuberosum] 


Seq. No. 


405022 


Seq. ID 


LIB3475-006-P1-K1-E3 


Method 


BLASTN 


NCBI GI 


g6016845 


BLAST score 


130 


E value 


6.0e-67 


Match length 


200 


% identity 


98 


NCBI Description 


Oryza sativa genomic DNA, chromosome 1, 


Seq. No. 


405023 



52204 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3475-006-P1-K1-E4 

BLASTX 

gll9784 

838 

4.0e-90 

179 

88 

3 -OXOAC YL- [ AC YL- CARRI ER- PROTE I N ] SYNTHASE I PRECURSOR 
(BETA-KETOACYL-ACP SYNTHASE I) (KAS I) 

>gi_100555_pir A39356 3-oxoacyl- [acyl-carrier-protein] 

synthase (EC 2.3.1.41) I beta chain precursor, chloroplast 
- barley >gi_167065 (M60410) beta-ketoacyl-ACP synthase I 
[Hordeum vulgar e] 

405024 

LIB3475-006-P1-K1-E5 

BLASTX 

g3758859 

182 

3.0e-13 

118 
32 

(Z98551) predicted using hexExon; MAL3P6.7 (PFC0730w), 
Hypothetical protein, len: 222 aa [Plasmodium falciparum] 

405025 

LIB3475-006-P1-K1-E7 

BLASTX 

g2827544 

299 

7.0e-27 

87 

68 

(AL021635) HSP associated protein like [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405026 

LIB3475-006-P1-K1-E8 

BLASTX 

g5852164 

159 

1.0e-10 

127 

28 

(AJ24 9389) vacuolar ATPase 



subunit H [Manduca sexta] 



405027 

LIB3475-006-P1-K1-F11 

BLASTX 

g2258317 

196 

7.0e-15 

138 
36 

(AF004879) resistance complex protein I2C-2 [Lycopersicon 
esculentum] 



52205 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405028 

LIB3475-006-P1-K1-F12 

BLASTX 

g2801803 

574 

2.0e-86 

173 
94 

(AF042489) germin-like protein 16 [Oryza sativa] 
405029 

LIB3475-006-P1-K1-F3 

BLASTX 

g4115538 

262 

7.0e-23 
114 
53 

(AB012116) 
mungo ] 



UDP-glycose:flavonoid glycosyltransf erase [Vigna 



405030 

LIB3475-006-P1-K1-F4 
BLASTX 
gl29591 
180 

3.0e-21 

76 
76 

PHENYLALANINE AMMON I A- L YAS E >gi_295824_emb_CAA34226_ 
(X16099) phenylalanine ammonia- lyase [Oryza sativa] 

405031 

LIB3475-006-P1-K1-F6 
BLASTX 
gl335862 
150 

1.0e-09 
36 
78 

(U42608) clathrin heavy chain [Glycine max] 
405032 

LIB3475-006-P1-K1-F8 
BLASTX 
g4337175 
228 

1.0e-18 
123 
41 

(AC006416) 
gb_T04111, 

gb_R90004, _ _ 

gb_AA720210 come from this gene. [Arabidopsis thaliana] 



ESTs gb_T20589, gb_T04648, gb_AA597906, 
gb_R84180, gb_R65428, gb_T44439, gb_T76570, 
gb T45020, gb_T42457, gb_T20921, gb_AA042762 and 



Seq. No. 
Seq. ID 



405033 

LIB3475-006-P1-K1-F9 



52206 



# 



Method BLASTX 

NCBI GI g4678264 

BLAST score 386 

E value 4.0e-37 

Match length 167 

% identity 51 

NCBI Description (AL049657) putative protein [Arabidopsis thaliana] 

Seq. No. 405034 

Seq. ID LIB3475-006-P1-K1-G10 

Method BLASTX 

NCBI GI g5817110 

BLAST score 161 

E value 7.0e-ll 

Match length 73 

% identity 59 

NCBI Description (AL110193) hypothetical protein [Homo sapiens] 



405035 

LIB3475-006-P1-K1-G11 
BLASTN 
g4521193 
35 

5.0e-10 
39 
97 

Oryza sativa DNA, similar sequence to Pib gene 
405036 

LIB3475-006-P1-K1-G12 
BLASTX 
g3142300 
563 

7.0e-58 
168 
61 

(AC002411) Contains similarity to pfe-mRNA processing 
protein PRP39 gb_L29224 from S. cerevisiae. ESTs gb_R64908 
and gb_T88158, gb__N38703 and gb_AA651043 come from this 
gene. [Arabidopsis thaliana] 

405037 

LIB3475-006-P1-K1-G3 
BLASTX 
g3122053 
303 

1.0e-27 

112 
65 

ELONGATION FACTOR 1 -ALPHA (EF-1-ALPHA) 
>gi_1235582_emb_CAA65391_ (X96555) elongation factor 
1-alpha [Pisum sativum] 

Seq. No. 405038 

Seq. ID LIB3475-006-P1-K1-G8 

Method BLASTX 

NCBI GI g729252 




Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52207 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



338 

8.0e-32 

91 

66 

CYTOCHROME B5 >gi_167140 (M87514) cytochrome b-5 [Brassica 

oleracea] >gi_384338_prf 1905426A cytochrome b5 [Brassica 

oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405039 

LIB3475-006-P1-K1-G9 

BLASTN 

g3885887 

255 

1.0e-141 

305 

95 

Oryza sativa high mobility group protein 
complete cds 



405040 

LIB3475-006-P1-K1-H11 

BLASTX 

g2130072 

633 

3.0e-66 

123 
98 

ferredoxin — nitrite reductase (EC 
>gi_809514_dbj_BAA09122_ (D50556) 
reductase [Oryza sativa] 



(HMG) mRNA, 



1.7.7.1) - rice 
ferredoxin-nitrite 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



405041 

LIB3475-006-P1-K1-H12 

BLASTX 

g4679028 

266 

3.0e-23 

125 

45 

(AF077207) HSPC021 [Homo sapiens] 

>gi_5106781_gb_AAD39841.1_ (AF083243) HSPC025 [Homo 
sapiens] 

405042 

LIB3475-006-P1-K1-H3 

BLASTX 

g5523969 

145 

5.0e-09 

39 

74 

(AF104020) polyprotein [Bovine viral diarrhea virus-2] 
405043 

LIB3475-006-P1-K1-H8 

BLASTX 

g5565981 



52208 



BLAST score 


492 


E value 


i . ue ft :? 


JYiaucn -LencjTn 


1 Op 

1Z 0 


~6 laeiiLiEy 




NCBI Description 


tAriozouuj unKnown L^ea itiaysj 


oecj. no. 


4UOU44 




LilrSOft /j"UUO rl 1M flj 




XjJ-LTlO J. A 


NCBI GI 


g710308 


BLAST score 


928 


E value 


i . ue iuu 


Match length 




% identity 


Q Q 


in^di uescripuion 


^uiio^jj victorin jjirnjiniy piutc. 


becj. NO. 


4 U0U4 0 


oeq. 11J 


liliD-jft /O UU / rlM nl U 




■RT Z\ CITY 


NCBI GI 


gizyoyi 


BLAST score 


366 


E value 


5.0e-35 


i v iai-cn ieng in 


jD 


% identity 


*7 H 
I 1 


NCBI Description 


DUTTMVT AT 7VK7TMT? A MMVS'KT T A T V7\ CT7 1 ^./-rA 

rrittVi lhi\Li£\N±Nsli ftMPlUvi IPl— IjiAbiL ^gi 




tAiouyyy pnenyiaianme aimnonia . 


Seq. No. 


A A £ A A C: 

40504b 


beq. id 


blhJJ4 /o— UU / — Jr 1 — J\l — All 


Method 


TIT AOTY 


JNL-til tal 


gftzuoizz 


BLAST score 


219 


E value 


9.0e-18 


Match length 


/ J 


% identity 


04 


NCBI Description 


(AF097667) protein phosphatase 




crysLaiiinuiu j 


Seq. No. 


A A C A v! *7 


oeq. iu 


T TTa*^yl'7c: — nn , 7 — D1 — VI — AO 
Jjlt5o4 /O UU / rl J\l 


Method 


OT H C TlV 

BliAbiX 


VTiTJ T C* T 

NUJdI (j! 


gizyoy i 


BLAST score 


774 


E value 


1.0e-82 


Match length 


loo 


-s identity 




NCBI Description 


PHENYLALANINE AMMONIA-LYASE >gi 




(X16099) phenylalanine ammonia- 


Seq. No. 


A A C A A d 

405048 


beq. ID 


LlBo4 /0-UU / ~r 1-Kl-AO 




OlLrtOliN 


NCBI GI 


g451192 


BLAST score 


55 


E value 


3.0e-22 


Match length 


70 


% identity 


94 



52209 



NCBI Description Triticum aestivum (wali7) mRNA, 3' end, partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405049 

LIB3475-007-P1-K1-A6 

BLASTX 

g2662343 

981 

1.0e-107 

190 
99 

(D63581) EF-1 alpha [Oryza sativa] 



Seq. No. 


a n c n c; n 


Seq. ID 


LIB3475-00 /-Pl-Kl-A / 


Method 


BLASTX 


NCBI GI 


gl29591 


BLAST score 


765 


E value 


1 . 0e-81 


Match length 


154 


% identity 


97 


NCBI Description 


PHENYLALANINE AMMONIA-LYAbE >gi_zyooZ4_emD_UAB.o4ZZD_ 


(X16099) phenylalanine ammonia- lyase L^ryza sativaj 


Seq. No. 


405051 


Seq. ID 


LIB3475-007-P1-K1-A9 


Method 


BLASTX 


NCBI GI 


g3860333 


BLAST score 


160 


E value 


9.0e-ll 


Match length 


68 


% identity 


49 


NCBI Description 


(AJ012693) basic blue copper protein [Cicer arietinum] 


Seq. No. 


405052 


Seq. ID 


LIB3475-007-P1-K1-B1 


Method 


BLASTX 


NCBI GI 


g2293568 


BLAST score 


472 


E value 


3.0e-47 


Match length 


89 


% identity 


100 


NCBI Description 


(AF012897) HvB12D homolog [Oryza sativa] 


Seq. No. 


405053 


Seq. ID 


LIB3475-007-P1-K1-B10 


Method 


BLASTX 


NCBI GI 


g4335761 


BLAST score 


146 


E value 


4.0e-09 


Match length 


107 


% identity 


33 


NCBI Description 


(AC006284) unknown protein [Arabidopsis thaliana] 


Seq. No. 


405054 


Seq. ID 


LIB3475-007-P1-K1-B11 


Method 


BLASTX 


NCBI GI 


g2829888 



52210 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

1SJCBI Description 



395 

3.0e-38 

150 

57 

(AC002396) Hypothetical protein [Arabidopsis thaliana] 
405055 

LIB3475-007-P1-K1-B2 

BLASTX 

g3550549 

354 

4.0e-34 

66 

100 

(AJ004 965) cytosolic pyruvate orthophosphate dikinase 
[Oryza sativa subsp. indica] 

405056 

LIB3475-007-P1-K1-B3 

BLASTX 

g3549667 

434 

1.0e-42 

125 

65 

(AL031394) Arabidopsis dynamin-like protein ADL2 
[Arabidopsis thaliana] 



Seq. No. 


405057 


Seq. ID 


LIB3475-007-P1-K1-B4 


Method 


BLASTX 


NCBI GI 


g4454026 


BLAST score 


374 


E value 


9.0e-36 


Match length 


117 


% identity 


62 


NCBI Description 


(AL035394) phosphatase like 


Seq. No. 


405058 


Seq. ID 


LIB3475-007-P1-K1-B5 


Method 


BLASTX 


NCBI GI 


g3212849 


BLAST score 


282 


E value 


4.0e-36 


Match length 


139 


% identity 


58 


NCBI Description 


(AC004005) unknown protein | 


Seq. No. 


405059 


Seq. ID 


LIB3475-007-P1-K1-B6 


Method 


BLASTX 


NCBI GI 


gl706958 


BLAST score 


314 


E value 


1.0e-38 


Match length 


111 


% identity 


78 


NCBI Description 


(U58284) cellulose synthase 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405060 

LIB3475-007-P1-K1-B7 

BLASTX 

g730526 

600 

3.0e-62 

141 

81 

60S RIBOSOMAL PROTEIN L13 (BBC1 PROTEIN HOMOLOG) 

>gi_480787_pir S37271 ribosomal protein L13 - Arabidopsis 

thaliana >gi_404166_emb_CAA53005_ (X75162) BBC1 protein 
[Arabidopsis thaliana] 

405061 

LIB3475-007-P1-K1-B9 

BLASTX 

g548770 

765 

1.0e-81 

158 

92 

60S RIBOSOMAL PROTEIN L3 >gi_4 8122 8_pir S38359 ribosomal 

protein L3 - rice >gi_303853_dbj__BAA02155_ (D12630) 
ribosomal protein L3 [Oryza sativa] 

y 

405062 

LIB3475-007-P1-K1-C10 

BLASTX 

gl29591 

800 

9.0e-86 

160 

99 

PHENYLALANINE AMMON I A- L YAS E >gi_295824_emb_CAA34226_ 
(X16099) phenylalanine ammonia- lyase [Oryza sativa] 



Seq. No. 


405063 


Seq. ID 


LIB3475-007-P1-K1-C11 


Method 


BLASTX 


NCBI GI 


g2984709 


BLAST score 


489 


E value 


2.0e-49 


Match length 


94 


% identity 


98 


NCBI Description 


(AF053468) DnaJ-related 


Seq. No. 


405064 


Seq. ID 


LIB3475-007-P1-K1-C12 


Method 


BLASTX 


NCBI GI 


g5360659 


BLAST score 


951 


E value 


1.0e-103 


Match length 


177 


% identity 


100 


NCBI Description 


{ AB022 60 3 ) anthranilate 




sativa] 



ZMDJ1 [Zea mays] 



2 subunit [Oryza 



52212 



Seq. No. 


405065 


Seq. ID 


LIBo4 /d— UU /-Pi-Ki-Co 


Method 


BLASTN 


NCBI GI 


gl944204 


BLAST score 


486 


E value 


0.0e+00 


Match length 


498 


% identity 


99 


NCBI Description 


Oryza sativa mRNA for 


Seq. No. 


405066 


Seq. ID 


LIB3475-00 /-P1-K1-C4 


Method 


BLASTX 


NCBI GI 


g2058496 


BLAST score 


650 


E value 


4 . 0e-68 


Match length 


131 


% identity 


99 


NCBI Description 


(U7 6028) hemoglobin 2 




hemoglobin 2 [Oryza s; 


Seq. No. 


405067 


Seq. ID 


LIB3475-007-P1-K1-C5 


Method 


BLASTX 


NCBI GI ' " ' 


' gll3385 ^ 


BLAST score 


417 


E value 


4.0e-55 


Match length 


113 


% identity 


93 



complete cds 



[Oryza sativa] >gi_2058502 (U76031) 



NCBI Description 



ALCOHOL DEHYDROGENASE 
dehydrogenase (EC 1.1 
>gi_l 888 6_emb_CAA3 1231 
[Hordeum vulgare] 



3 >gi_82349_pir S04040 alcohol 

1.1) 3 - barley 

(X12734) alcohol dehydrogenase 



Seq. No. 


405068 


Seq. ID . 


LIB3475-007-P1-K1-C7 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


1.0e-10 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA cl< 


Seq. No. 


405069 


Seq. ID 


LIB3475-007-P1-K1-C8 


Method 


BLASTX 


NCBI GI 


g5091611 


BLAST score 


250 


E value 


3.0e-21 


Match length 


79 


% identity 


73 


NCBI Description 


(AC007858) Similar to < 




from Beta vulgaris and 



family PF_00083. ES 



a member of the sugar transporter 
[Oryza sativa] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405070 

LIB3475-007-P1-K1-C9 

BLASTX 

g4580389 

474 

2.0e-47 

140 

66 

(AC007171) unknown protein [Arabidopsis thaliana] 
405071 

LIB3475-007-P1-K1-D1 

BLASTX 

gl26201 

302 

1.0e-27 

84 

71 

3 - 1 SOPRO P YLMALATE DEHYDROGENASE PRECURSOR (BETA-IPM 

DEHYDROGENASE) (IMDH) (3-IPM-DH) >gi_81676_pir S20510 

3-isopropylmalate dehydrogenase (EC 1.1.1.85) precursor - 
rape >gi_17827_emb__CAA42596_ (X59970) 3-isopropylmalate 
dehydrogenase [Brassica napus] 

405072 

LIB3475-007-P1-K1-D11 

BLASTX 

g3695403 

574 

2.0e-59 

140 

78 

(AF096373) contains similarity to the pfkB family of 
carbohydrate kinases (Pfam: PF00294, E=1.6e-75) 
[Arabidopsis thaliana] >gi_4538955_emb_CAB39779 . 1_ 
(AL049488) f ructokinase-like protein [Arabidopsis thaliana] 

405073 

LIB3475-007-P1-K1-D12 

BLASTX 

g4049349 

220 

1.0e-17 

66 

68 

(AL034567) ubiquinol-cytochrome c reductase-like protein 
[Arabidopsis thaliana] 

405074 

LIB3475-007-P1-K1-D2 

BLASTX 

g2708634 

270 

2.0e-30 

68 

90 

(AF036957) gamma-tubulin [Oryza sativa] 
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o 



oeq. JNO . 


4UOU / D 




T TR^4 7^ — 007 — PI — K"l — 


Method 


BLASTX 


NCBI GI 


g4586378 


DT ACT 1 o/iAva 

jDijiiD i score 




E value 


y . ue - o4 


Match length 


yz 




/ / 


NLBi Description 


(AB02174 6) nicotianarame synthase 1 [Oryza sativa] 


oeq. jno. 


4U0U / b 




T TH^47 1^ — 007 — Dl _TT1 —V\A 
J_i±r>j^ /D UU / ri J\l L>4 


Method 


BLASTN 


NCBI GI 


g6002460 


DT 7\ O T nnoro 

JdJ_iB.O 1 SCOiG 


lUb 


E value 


o . Ue-oo 


Match length 


1 "1 A 

114 


t /-S /**\ nr\ ^ n 4* t r 

•s lQentity 


yy 


nlbi Description 


Oryza sativa poxA gene for peroxidase, complete cds 


oeq. jno* 


a n r f\n i 
4U0U / / 


c orf jn 
oeq. ±u 


T Tm^l^-nn^-Dl VI Ti*7 

J_i1d04 f D~ UU / — Jr ±— A.1—D / 


Method 


BLASTX 


NCBI GI 


g2191193 


BLAST score 


164 


E value 


3.0e-ll 


Match length 


126 


% identity 


30 


NCBI Description 


(AF007271) contain similarity to type 1 inositol 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



405078 

LIB3475-007-P1-K1-D9 

BLASTX 

g2160156 

764 

2.0e-81 

173 
80 

(AC000132) 
synthetase 



Strong similarity to S. pombe leucyl-tRNA 
(gb_Z73100). [Arabidopsis thaliana] 



405079 

LIB3475-007-P1-K1-E1 

BLASTX 

g4160579 

158 

2.0e-10 

103 
33 

(AL035218) hypothetical protein [Schizosaccharomyces pombe] 
405080 

LIB3475-007-P1-K1-E10 

BLASTX 

g4586378 
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BLAST score 


587 


E value 


7 . Oe-61 


Match length 


117 


% identity 


99 


NCBI Description 


(AB021746) nicotianamme synthase 1 [Oryza sativa] 


Seq. No. 


405081 


Seq. ID 


LIB3475-007-P1-K1-E11 


Method 


BLASTX 


NCBI GI 


g4538911 


BLAST score 


419 


E value 


4 . Oe-41 


Match length 


118 


% identity 


68 


NCBI Description 


(AL049482) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


405082 


Seq. ID 


LIB34 75-007-P1-K1-E12 


Method 


BLASTX 


NCBI GI 


g3334320 


BLAST score 


678 


E value 


2.0e-71 


Match length 


137 


% identity 


95 


NCBI Description 


40S RIBOSOMAL PROTEIN SA {P40) >gi_2444420 (AF020553) 




nbosome-associated protein p40 [Glycine max] 


Seq. No. 


405083 


Seq. ID 


LIB3475-007-P1-K1-E2 


Method 


BLASTX 


NCBI GI 


g5912299 


BLAST score 


840 


E value 


2. 0e-90 


Match length 


167 


% identity 


99 


NCB^I Description 


(AJ133787) gigantea homologue [Oryza sativa] 


Seq. No. 


405084 


Seq. ID 


LIB3475-007-P1-K1-E3 


Method 


fit "TV m^T 

BLASTX 


NCBI GI 


g2493053 


BLAST score 


299 


E value 


6.0e-27 


Match length 


62 


% identity 


87 


NCBI Description 


ATP SYNTHASE EPSILON CHAIN, MITOCHONDRIAL >gi_639793 




(L39120) mitochondrial FIFO ATP synthase epsilon subunit 




[Zea mays] 


Seq. No. 


405085 


Seq. ID 


LIB3475-007-P1-K1-E6 


Method 


BLASTX 


NCBI GI 


g2580499 


BLAST score 


371 


E value 


2.0e-35 


Match length 


122 


% identity 


62 
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NCBI Description 


(U67186) NADPH: ferrihemoprotein oxidoreductase 




[Eschscholzia californica] 


Seq, No. 


405086 


Seq. ID 


LIBJ475-007-P1-K1-E7 


Metnoci 


r>T 7\ O T 1 V 


T C 1 T 

JNLdI Cj± 


g4 Oo4 u 


BLAST score 


332 


E value 


8.0e-31 


Match length 


lo4 


% identity 


41 


NCBI Description 


(AL04 9607) enoyl-CoA hydratase-like protein [Arabidops 




thaliana] 


Seq. No. 


405087 


beq. ID 


T TDO/1TC AA1 "m L^T T71 

LlBo4 /O-UU /-iri-Kl-r 1 


Method 


TIT t\ Oi"PVf 


NCBI GI 


g6015437 


BLAST score 


37 


E value 


3 . Oe-11 


Match length 


37 


% identity 


100 


NCBI Description 


Homo sapiens PEX1 mRNA, complete cds 


Seq. No. 


a r\ t~ o i™i 

405088 


Seq. ID 


LIB3475-007-P1-K1-F5 


Jxletnoa 


BLAbxA 


NCBI GI 


g4768911 


BLAST score 


341 


E value 


3 . 0e-53 


Match length 


115 


% identity 


82 


NCBI Description 


(AF131201) plasma membrane MIP protein [Zea mays] 


Seq. No. 


405089 


Seq. ID 


LIB3475-007-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


g4836904 


BLAST score 


372 


E value 


1.0e-35 


Match length 


1 O A 

124 


% identity 


60 


NCBI Description 


(AC007369) lcl prt_seq No definition line found 




[Arabidopsis thaliana] 


Seq. No. 


405090 


Seq. ID 


LIB3475-007-P1-K1-F7 


Method 


BLASTX 


NCBI GI 


g6016715 


BLAST score 


184 


E value 


1 . Oe-13 


Match length 


I O 


% identity 


55 


NCBI Description 


(AC009325) unknown protein [Arabidopsis thaliana] 


Seq. No. 


405091 


Seq. ID 


LIB3475-007-P1-K1-G1 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTX 

gl323748 

183 

2.0e-13 

75 

49 

(U32430) 



thiol protease [Triticum aestivum] 



405092 

LIB3475-007-P1-K1-G11 

BLASTX 

g2506277 

295 

9.0e-39 

129 

66 

RUBISCO SUBUNIT BINDING-PROTEIN BETA SUBUNIT PRECURSOR (60 
KD CHAPERONIN BETA SUBUNIT) (CPN-60 BETA) >gi_806808 
(U21139) chaperonin precursor [Pisum sativum] 

405093 

LIB3475-007-P1-K1-G2 

BLASTX 

g4938487 

294 

2.0e-32 

144 

62 

(AL0784 64) cadmium-transporting ATPase-like protein 
[Arabidopsis thaliana] 

405094 

LIB3475-007-P1-K1-G3 

BLASTX 

g4006854 

308 

5.0e-28 

102 

62 

(Z99707) putative protein [Arabidopsis thaliana] 
405095 

LIB3475-007-P1-K1-G5 

BLASTX 

g2129538 

839 

3.0e-90 

169 

92 

AT103 protein - Arabidopsis thaliana >gi_1033195 (U38232) 
AT103 [Arabidopsis thaliana] 

405096 

LIB3475-007-P1-K1-G7 

BLASTX 

g5668645 

182 
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■as;. 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-13 

177 

33 

(AL109619) putative protein [Arabidopsis thaliana] 



405097 

LIB3475-007-P1-K1-G8 

BLASTN 

g5441876 

233 

1.0e-128 

427 

99 

Oryza sativa genomic DNA, 
(contig b) 



chromosome 2, clone : P0437H03 



405098 

LIB3475-007-P1-K1-G9 

BLASTX 

g4680207 

168 

2.0e-ll 

130 

32 

(AF114171) disease resistance protein RPM1 homolog [Sorghum 
bicolor] 

405099 

LIB3475-007-P1-K1-H10 

BLASTX 

g3021508 

409 

7.0e-40 

116 

72 

(AJ001769) glucose-6-phosphate dehydrogenase [Nicotiana 
tabacum] - - 

405100 

LIB3475-007-P1-K1-H11 

BLASTX ' 

g3941480 

150 

1.0e-09 

38 

74 

(AF062894) putative transcription factor [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



405101 

LIB3475-007-P1-K1-H12 

BLASTX 

g4206765 

314 

1.0e-28 

157 
45 
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(I 



NCBI Description (AF104329) putative type 1 membrane protein [Arabidopsis 
thaliana] 



Seq. No. 


405102 


Seq. ID 


LIB3475-007- 


Method 


tSLi/iO 1 A 


IN^DJ- bi 


goo yo O / O 


DiiAoi score 


£ c: c 
000 


E value 


O . Uc 3 / 


Match length 


1 OQ 


% identity 


o / 


MUni juescnpi-ion 




t*? C • L\\J • 


405103 
^± u <j j. v j 


Seq. ID 


LIB3475-007- 


Method 


BLASTX 


NCBI GI 


gl703131 


BLAST score 


680 


E value 


1.0e-71 


Match length 


129 


% identity 


97 


NCBI Description 


ACTIN 12 >g; 



-H3 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



129523_pir S68110 actin 12 - Arabidopsis 

thaliana >gi_1002535 (U27982) actin-12 [Arabidopsis 
thaliana] 

405104 

LIB3475-007-P1-K1-H4 

BLASTX 

g2529663 

409 

8.0e-40 

180 

46 

(AC002535) putative lysophospholipase [Arabidopsis 
thaliana] >gi_3738277 (AC005309) putative lysophospholipase 
[Arabidopsis thaliana] 

405105 

LIB3475-007-P1-K1-H5 

BLASTX 

g3913811 

838 

3.0e-90 

171 

99 

GLUTAMYL-TRNA REDUCTASE PRECURSOR (GLUTR) 
>gi_2920320__dbj_BAA25003_ (AB011416) glutamyl-tRNA 
reductase [Oryza sativa] 

405106 

LIB3475-007-P1-K1-H6 

BLASTX 

gl732511 

576 

2.0e-59 

147 

73 
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NCBI Description, (U62742) Ran binding protein 1 homolog [Arabidopsis 
thaliana] 



Seq. No. 


405107 


Seq. ID 


LIB3475-007-P1-K1-H7 


L v ieT.noQ 


0JL1B.O 1 A 


JNOdI bl 


g4o /ozoy 


BLAST score 


dUo 


E value 


3 . ue d j 


Match length 


1 DO 


% identity 




jnudi uescripuion 


/ 7\ T QCRT ^ i n 4— -a +- -! tt s~\ y\ ■v* -4— -i t~i r 7\ v* ^ V^> -! ^ -y—i oi e* ■HVi^l n anal 

\ t\Xj U ft j D 0 / J pUuaLlvc piOtclIl LH.raJJlU.OpS IS T-fla.lld.naj 


Seq. No. 


405108 


Seq. ID 


LIB3475-007-P1-K1-H9 


Method 




Nbbl bl 




BLAST score 


TOO 


E value 


/ . ue ji 


Marcn lengtn 


/ y 


% identity 


bZ 


inujdi Description 


vriiiUooo jj j putative prouein [Araoiciopsis tnananaj 


Seq. No. 


405109 


Seq. ID 


LIB3475-008-P1-K1-A11 


Method 


BLAb IN 


NCBI GI 


goUlo4 5 / 


BLAST score 


38 


E value 


o . ue iz 


Match length 


38 


% identity 


100 


Ntbi Description 


Homo sapiens PEX1 mRNA/ complete cds 


Seq. No. 


405110 


Seq. ID 


LIB3475-008-P1-K1-A3 


Method 


IDT 7\ PfPV 


NOBl bl 


gzolio41 


BLAbi score 


TOT 


E value 


O Art 7Q 

z . ue- / 0 


Match length 


1 bU 


% identity 


y / 


jnudi Description 


^H.ruzu/0/j ulm/i— Dinaing pronem borio L^ry z « sanva. 


Seq. No. 


405111 


Seq. ID 


LIB3475-008-P1-K1-A5 


Method 


bbAb 1A 


JMLdI bl 


g4oioyo 


BLAST score 


TOO 




0 . ue / 0 


Match length 


152 


% identity 


88 


NCBI Description 


chitinase (EC 3.2.1.14) - rice 


Seq. No. 


405112 


Seq. ID 


LIB3475-008-P1-K1-A7 


Method 


BLASTX 


NCBI GI 


g4454026 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity ^ 

NCBI Description 



362 

2.0e-34 

117 

61 

(AL035394) phosphatase like protein [Arabidopsis thaliana] 
405113 

LIB3475-008-P1-K1-A8 

BLASTX 

g3219969 

157 

2.0e-10 

56 

48 

HYPOTHETICAL 22.4 KD PROTEIN C6G10.10C IN CHROMOSOME I 
>gi_2330874_emb_CAB11296.1_ (Z98603) hypothetical protein 
[Schizosaccharomyces pombe] 

405114 

LIB3475-008-P1-K1-A9 

BLASTX 

g2967837 

182 

2.0e-15 

105 

48 

(AF052641) cyst nematode resistance gene candidate 
[Triticum aestivum] 

405115 

LIB3475-008-P1-K1-B10 

BLASTX 

g2190992 

157 

8.0e-ll 

77 
45 

(AF004358) glutathione S-transf erase TSI-1 [Aegilops 
tauschii] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



405116 

LIB3475-008-P1-K1-B11 

BLAST N 

g6006355 

138 

2.0e-71 

331 

99 

Oryza sativa genomic DNA, 
405117 

LIB3475-008-P1-K1-B12 

BLASTX 

gl703380 

736 

3.0e-78 
146 



chromosome 6, clone : P04 93C11 
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% identity 

NCBI Description 



O 

99 

ADP-RIBOSYLATION FACTOR >gi_1132483_dbj_BAA04 607_ 
ADP-ribosylation factor [Oryza sativa] 



(D17760) 





Seq. No. 


405118 




Seq. ID 


LIB3475-008-P1-K1-B5 




Method 


BLASTX 




NCBI GI 


g!737492 




BLAST score 


655 




E value 


9.0e-69 




Match length 


152 




% identity 


27 




NCBI Description 


(U81318) poly (A) -binding protein [Triticum 




Seq. No. 


405119 




Seq. ID 


LIB3475-008-P1-K1-B6 




Method 


BLASTX 




NCBI GI 


g2130136 




BLAST score 


203 


n 


E value 


5.0e-23 


m 


Match length 


130 




% identity 


29 


res; 


NCBI Description 


homeotic protein Hox2b - maize 




Seq. No. 


405120 




Seq. ID 


LIB3475-008-P1-K1-B7 




Method 


BLASTX 




NCBI GI 


g!076316 




BLAST score 


164 




E value 


4.0e-ll 




Match length 


151 




% identity 


29 




NCBI Description 


drought -induced protein Dil9 - Arabidopsis 



>gi_4 69110_ 
thaliana] 



emb CAA55321 (X78584) Dil9 [Arabidopsis 



Seq. No. 


405121 


Seq. ID 


LIB3475-008-P1-K1-B8 


Method 


BLASTX 


NCBI GI 


g4455302 


BLAST score 


403 


E value 


3.0e-39 


Match length 


84 


% identity 


89 


NCBI Description 


(AL035528) putative protein 


Seq. No. 


405122 


Seq. ID 


LIB3475-008-P1-K1-C4 


Method 


BLASTN 


NCBI GI 


g!69818 


BLAST score 


64 


E value 


1.0e-27 


Match length 


64 


% identity 


100 


NCBI Description 


Rice 25S ribosomal RNA gene 


Seq. No. 


405123 



52223 



Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3475-008-P1-K1-C5 

BLASTX 

g2104679 

175 

2.0e-12 
161 
29 

(X97906) 



transcription factor [Vicia faba] 



405124 

LIB3475-008-P1-K1-C6 

BLASTX 

g2347188 

289 

9.0e-26 

152 

41 

(AC002338) laccase isolog [Arabidopsis thaliana] 
>gi_3150401 (AC004165) putative laccase [Arabidopsis 
thaliana] 



Seq. No. 


405125 


Seq. ID 


LIB3475-008-P1-K1-D1 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


37 


E value 


4.0e-ll 


Match length 


48 


% identity 


66 


NCBI Description 


Homo sapiens PEX1 mRNA ( 


Seq. No. 


405126 


Seq. ID 


LIB3475-008-P1-K1-D12 


Method 


BLASTX 


NCBI GI 


g4699942 


BLAST score 


509 


E value 


1.0e-51 


Match length 


158 


% identity 


61 


NCBI Description 


(AC007166) putative re< 




thaliana] 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



405127 

LIB3475-008-P1-K1-D2 

BLASTX 

g4755193 

333 

3.0e-31 

71 
89 

(AC007018) putative ribosomal protein S17 [Arabidopsis 
thaliana] 

405128 

LIB3475-008-P1-K1-D6 

BLASTX 

g462195 



52224 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



390 

1.0e-37 

89 
85 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG (GOS2 PROTEIN) 

>gi_100682_pir S21636 GOS2 protein - rice 

>gi_20238__emb_CAA36190_ (X51910) GOS2 [Oryza sativa] 
>gi_3789950 (AF094774) translation initiation factor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405129 

LIB3475-008-P1-K1-E1 

BLASTX 

g4680340 

264 

5.0e-23 

66 

77 

(AF128457) 
indica] 



putative nucleolysin [Oryza sativa subsp. 



405130 

LIB3475-008-P1-K1-E11 

BLASTX 

g3182981 

583 

2.0e-60 

142 

78 

CELL ELONGATION PROTEIN DIMINUTO >gi_1695692_dbj_BAA130 96_ 
(D86494) diminuto [Pisum sativum] 



Seq. No. 


405131 


Seq. ID 


LIB3475-008-P1-K1-E2 


Method 


BLASTX 


NCBI GI 


g4454032 


BLAST score 


265 


E value 


5.0e-23 


Match length 


118 


% identity 


42 


NCBI Description 


(AL035394) putative ] 


Seq. No. 


405132 


Seq. ID 


LIB3475-008-P1-K1-E3 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


1.0e-10 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA ■ 


Seq. No. 


405133 


Seq. ID 


LIB3475-008-P1-K1-E5 


Method 


BLASTX 


NCBI GI 


gll3385 


BLAST score 


554 



52225 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



6.0e-57 

113 

91 

ALCOHOL DEHYDROGENASE 
dehydrogenase (EC 1.1. 



>gi_l 888 6_emb_CAA3 1 2 3 1_ 
[Hordeum vulgare] 



>gi_8234 9_pir S04040 alcohol 

1) 3 - barley 

(X12734) alcohol dehydrogenase 



405134 

LIB3475-008-P1-K1-E6 

BLASTX 

g4204265 

158 

8.0e-14 

127 

35 

(AC005223) 45643 [Arabidopsis thaliana] 
405135 

LIB3475-008-P1-K1-E7 

BLASTX 

gl814403 

573 

3.0e-59 

120 

88 

(U84889) methionine synthase [Mesembryanthemum 
crystallinum] 

405136 

LIB3475-008-P1-K1-F1 

BLASTN 

g3819227 

74 

3.0e-33 

169 

86 

Hordeum vulgare partial mRNA; clone CMWG0740 
405137 

LIB3475-008-P1-K1-F11 

BLASTX 

g3860277 

496 

1.0e-64 

143 

90 

(AC005824) 
thaliana] 



putative ribosomal protein L10 [Arabidopsis 
>gi_4314394_gb_AAD15604_ (AC006232) putative 



ribosomal protein L10A [Arabidopsis thaliana] 



405138 

LIB3475-008-P1-K1- 

BLASTX 

gl825645 

304 

1.0e-27 



F2 



52226 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



72 
76 

(U88173) weak similarity to Arabidopsis thaliana 
ubiquitin-like protein 8 [Caenorhabditis elegans] 

405139 

LIB3475-008-P1-K1-F3 

BLASTX 

gl399305 

4 95 

5.0e-50 

124 

72 

(U41474) phosphoinositide-specif ic phospholipase C 
[Glycine max] 



P13 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405140 

LIB3475-008-P1-K1-F4- 

BLASTX 

g4850408 

156 

3-0e-10 

78 
38 

(AC007357) Contains PF_00097 Zinc finger 
finger motif. [Arabidopsis thaliana] 



(C3HC4) ring 



Seq. No. 


405141 


Seq. ID 


LIB3475-008-P1-K1-F5 


Method 


BLASTX 


NCBI GI 


g3860333 


BLAST score 


214 


E value 


5.0e-17 


Match length 


90 


% identity 


49 


NCBI Description 


(AJ012693) basic blue 


Seq. No. 


405142 


Seq. ID 


LIB3475-008-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


g!37476 


BLAST score 


307 


E value 


3.0e-36 


Match length 


100 


% identity 


73 


NCBI Description 


VACUOLAR ATP SYNTHASE 



16 KD PROTEOLIPID SUBUNIT 

>gi_82334_pir A40814 H+-transporting ATPase (EC 3.6.1.35) 

proteolipid chain, vacuolar - oat >gi_16654 9 (M73232) 
H+ -ATPase [Avena sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



405143 

LIB3475-008-P1-K1-F7 

BLASTX 

g4056490 

391 

9.0e-38 
157 



52227 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51 

(AC005896) hypothetical protein [Arabidopsis thaliana] 
405144 

LIB3475-008-P1-K1-F8 

BLASTX 

gl345881 

569 

1.0e-58 

117 
89 

CYTOCHROME B5 >gi_107674 3_pir S46307 cytochrome b5 - rice 

>gi_414705_emb_CAA53366_ (X75670) cytochrome b5 [Oryza 
sativa] 

405145 

LIB3475-008-P1-K1-G10 

BLASTX 

g629844 

633 

3.0e-66 

128 

97 

heat shock protein hsp70-5 - maize (fragment) 
>gi_498775_emb_CAA55184_ (X78415) heat shock protein 70 kDa 
[Zea mays] 

405146 

LIB3475-008-P1-K1-G2 

BLASTX 

g4929621 

417 

7.0e-41 

133 
58 

(AF151834) CGI-76 protein [Homo sapiens] 
405147 

LIB3475-008-P1-K1-G3 

BLASTX 

g!323742 

211 

9.0e-17 

130 

35 

(U32427) unknown [Triticum aestivum] 
405148 

LIB3475-008-P1-K1-G5 

BLASTX 

g2493318 

232 

3.0e-19 

99 

47 

BLUE COPPER PROTEIN PRECURSORS >gi_5 6277 9_emb_CAA8 09 63_ 
(Z25471) blue copper protein [Pisum sativum] 



52228 



>gi_1098264_prf 2115352A blue Cu protein [Pisum sativum] 



beq. no. 


4 U314 y 


beq. IL) 


Llbo4 /O — UUo-rl-i\l— (a / 


Method 


BLASTN 


NCBI GI 


g2895865 


BLAST score 


262 


E value 


1 . Oe-145 


Match length 


282 


% identity 


98 


NCBI Description 


Oryza sativa methylmalonate 




(MMSDH1) mRNA, complete cds 


beq. Wo. 


4 UOlDU 


Seq. ID 


LIB3475-008-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


g4049341 


BLAST score 


185 


E value 


8.0e-14 


Match length 


47 


% identity 


72 


NCBI Description 


(AL034567) putative protein 


Seq. No. 


405151 


Seq. ID 


LIB3475-008-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


g3193293 


BLAST score 


188 


E value 


5. Oe-14 


Match length 


86 


% identity 


48 


NCBI Description 


(AF069298) contains a short 




Arabidopsis hypothetical pre 




[Arabidopsis thaliana] 


Seq. No. 


40515Z 


beq. ID 


t TD^iiTC nno ni v\ in n 
J_ilrJJ4 / 0 — UUo — irl — — nlU. 


Method 


BLASTX 


NCBI GI 


g4581118 


BLAST score 


172 


E value 


2.0e-17 


Match length 


98 


% identity 


49 


NCBI Description 


(AC005825) putative protein 



(GB:AC000375) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405153 

LIB3475-008-P1-K1-H3 

BLASTN 

g6015437 

34 

2.0e-09 

38 

97 

Homo sapiens PEX1 mRNA, complete cds 



Seq. No. 
Seq. ID 



405154 

LIB3475-008-P1-K1-H4 



52229 





JDliraO 1 A. 


NCBI GI 


g2213597 


BLAST score 


254 


Hi Value 


1 • Uc 


Match length 


1 ^1 


% identity 


A 1 


wool Description 


\nL-UUU jfio j 1 / viy , ± f LriiaJJl\_l(jpoXo LlldlXalia J 


beq. no. 


4 UO 100 


oeq. 1JJ 


JUlOOft /O UUO irl J\l IIO 


TUT /^s 4— r"i j"\ 

i v iex,nou. 


Dlii-io 1 A 


NCBI GI 


g2894534 


BLAST score 


702 


E value 


j . ue / 4 


Match length 




% identity 




NCBI Description 


/ 7\ TO 9 A "3 9 *7 ^ arrnariArin f°rVr*T7'7:a c a t"i T7a 1 


Seq. No. 


4U01OO 


oeq. 1IJ 


IjIJD.34 / J UUD rl j\i no 


Method 


DT 7\ CTY 

JdIiAo 1 A 




a2494905 


BLAST score 


147 


E value 


2.0e-09 


Match length 


90 


% identity 


41 


NCBI Description 


MICROTUBULE-ASSOCIATED PROTEIN YTM1 >gi 2. 



10 /_pir_ 
( Sac char omyces 
(X89633) hypothetical 



S67174 

hypothetical protein YOR272w - yeast 
cer e vi s i ae ) >gi_l 27969 9_emb_CAA 6 1 7 7 8_ 
protein [Saccharomyces cerevisiae] 
>gi_1420610_emb_CAA99497__ (Z75180) ORF YOR272w 
[Saccharomyces cerevisiae] >gi_1928989 (U92821) 
microtubule-associated protein [Saccharomyces cerevisiae] 



Seq. No. 


405157 


Seq. ID 


LIB3475-008-P1-K1-H8 


Method 


BLASTX 


NCBI GI 


g3603401 


BLAST score 


357 


E value 


6.0e-34 


Match length 


109 


% identity 


60 


NCBI Description 


(AF083333) cinnamyl-alcohol dehydrogem 


Seq. No. 


405158 


Seq. ID 


LIB3475-009-P1-K1-A11 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


36 


E value 


1.0e-10 


Match length 


36 


% identity 


100 


NCBI Description 


Homo sapiens PEX1 mRNA, complete cds 


Seq. No. 


405159 


Seq. ID 


LIB3475-009-P1-K1-A5 


Method 


BLASTN 



[Medicago sativa] 



52230 



NCBI GI 


g303852 


BLAST score 


45 


E value 


y . ue— i / 


Match length 


A G. 

4 y 


% identity 


9o 


NCBI Description 


KICe ItlrUN.ti IOI JTlDOSOIilal piTOX^clIl JjO/ OUlUjJXfci L-t; tub 


Seq. No. 


40oloU 


beq. iu 


t Tii^^iT^— nn q— pi — i<ri _qq 

LlDJ*i / 0 UU J rl JM -Hi? 


Method 


DT 7\ CTV 


NCBI GI 


_o ot;i O 

gozoiz 


BLAST score 


COO 


E value 


6.0e-65 


Match length 


134 


% identity 


A 1 
ft 1 


NCBI Description 


ubiquitin precursor - rice ( fragment) 




>gi zloloy CLDJ biiAUzz41 ^U±z//o; poiy-UDiquiLin 




sativa] 


Seq. No. 


A n C 1 £"1 

40olbl 


beq. ID 


ialhJj4 /O-UUy rl ill Dl 


Method 


DijAblN 


NCBI GI 


gl657408 


BLAST score 


57 


E value 


i n /-n o*3 
i . ue— zj 


Match length 


1U / 


% identity 


89 


NCBI Description 


S.scrofa itiRNA for steroid membrane binding protein 


Seq. No. 


405162 


Seq. ID 


L1BJ4 / D — UU y — fl— Jxl - Dl U 


Method 


DT 7\ CPV 


NCBI GI 


g2662343 


BLAST score 


380 


E value 


o . Ue-o / 


Match length 


74 


% identity 


100 


NCBI Description 


^UDJOoi; tic x aipna [vjryza sauivaj 


Seq. No. 


405163 


Seq. ID 


T TD^yllR HAG D1 T^l "Dl 1 

LIBJ4 / 0-UUy-rl-J\l-bIi 


Method 


bliAblX 


NCBI GI 


g3023816 


BLAST score 


ob4 


E value 


2.0e-59 


Match length 


127 


% identity 


yo 


NCBI Description 


GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTQSOLIC 




>gi 968 996 (U3167 6) glyceralaehyae-3-pnospnate 




dehydrogenase [Oryza sativa] 


Seq. No. 


405164 


Seq. ID 


LIB3475-009-P1-K1-B12 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


36 


E value 


4.0e-ll 



52231 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



36 
100 

Homo sapiens PEX1 mRNA, complete cds 
405165 

LIB3475-009-P1-K1-C12 

BLASTX 

g462195 

385 

4.0e-37 

87 
86 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG (GOS2 PROTEIN) 

>gi_100682_pir S21636 GOS2 protein - rice 

>gi_20238_enib_CAA36190_ (X51910) GOS2 [Oryza sativa] 
>gi_3789950 (AF094774) translation initiation factor [Oryza 
sativa] 

405166 

LIB3475-009-P1-K1-C2 

BLASTN 

g6015437 

33 

2.0e-09 

33 
100 

Homo sapiens PEX1 mRNA/ complete cds 
405167 

LIB3475-009-P1-K1-C3 

BLASTX 

gl076809 

264 

8.0e-23 

55 
98 

H+-transporting ATPase (EC 3.6.1.35) - maize 
>gi_758355_emb_CAA59800_ (X85805) H ( + ) -transporting ATPase 
[Zea mays] 

405168 

LIB3475-009-P1-K1-C8 

BLASTX 

g217855 

183 

4.0e-14 

37 

92 

(D00710) heat-shock protein [Arabidopsis thaliana] 
405169 

LIB3475-009-P1-K1-D10 

BLASTX 

gl332579 

783 

2.0e-85 
173 



52232 



HI 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



10 

(X98063) polyubiquitin [Pinus sylvestris] 
405170 

LIB3475-009-P1-K1-D11 

BLASTX 

g3360289 

575 

2.0e-59 

149 

75 

(AF023164) leucine-rich repeat transmembrane protein kinase 
1 [Zea mays] 

405171 

LIB3475-009-P1-K1-D7 

BLASTX 

g3169065 

175 

2.0e-12 

116 

36 

(AL023704) putative translocation elongation factor-Tu fa 
mily [Schizosaccharomyces pombe] 

405172 

LIB3475-009-P1-K1-D8 

BLASTX 

g2493318 

190 

3.0e-14 

90 

42 

BLUE COPPER PROTEIN PRECURSOR >gi_56277 9_emb_CAA8 0 963_ 
(Z25471) blue copper protein [Pisum sativum] 
>gi_1098264_prf 2115352A blue Cu protein [Pisum sativum] 

405173 

LIB3475-009-P1-K1-D9 

BLASTX 

g!498384 

675 

3.0e-71 

137 

95 



NCBI Description (U60508) actin [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405174 

LIB3475-009-P1-K1-E10 

BLASTX 

gl076678 

183 

7.0e-14 

40 

90 

ubiquitin / ribosomal protein S27a - potato 



(fragment) 



52233 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405175 

LIB3475-009-P1-K1-E12 

BLASTX 

gl421730 

194 

1.0e-21 

85 
67 

(U43082) RF2 [Zea mays] 
405176 

LIB3475-009-P1-K1-E6 

BLASTX 

g4539335 

203 

8.0e-16 

75 

47 

(AL035539) putative protein [Arabidopsis thaliana] 
405177 

LIB3475-009-P1-K1-E7 

BLASTX 

g2708532 

151 

3.0e-10 

38 
66 

(AF029351) putative RNA binding protein [Nicotiana tabacum] 
405178 

LIB3475-009-P1-K1-F1 

BLASTX 

g729480 

289 

3.0e-2 6 

58 

97 

FERREDOXIN — NADP REDUCTASE, ROOT ISOZYME PRECURSOR (FNR) 
>gi_435647_dbj_BAA04232_ (D17410) f erredoxin-NADP+ 
reductase [Oryza sativa] >gi_902936_dbj_BAA07479. 1__ 

(D38445) root f erredoxin-NADP+ reductase [Oryza sativa] 
>gi_1096932_prf 2113196A f erredoxin-NADP oxidoreductase 

[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405179 

LIB3475-009-P1-K1-F10 

BLASTX 

g2130072 

711 

2.0e-75 

141 

98 

ferredoxin — nitrite reductase (EC 
>gi_809514_dbj_BAA09122_ (D50556) 
reductase [Oryza sativa] 



1.7.7.1) - rice 
ferredoxin-nitrite 



52234 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405180 

LIB3475-009-P1-K1-F11 

BLASTX 

gl34596 

223 

9.0e-20 

56 

86 

SUPEROXIDE DISMUTASE-2 [CU-ZN] >gi_100713_pir S21136 

superoxide dismutase (EC 1.15.1.1) (Cu-Zn) sodB - rice 
>gi_218226_dbj_BAA00800.1_ (D01000) copper/ zinc-superoxide 
dismutase [Oryza sativa] >gi_310321 (L19434) cytosolic 
copper/ zinc-superoxide dismutase [Oryza sativa] 

405181 

LIB3475-009-P1-K1-F12 

BLASTX 

gl351270 

584 

2.0e-60 

130 
88 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 

>gi_478410_pir JQ2255 triose-phosphate isomerase {EC 

5.3.1.1} - rice >gi_169821 (M87064) triosephosphate 
isomerase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405182 

LIB3475-009-P1-K1-F3 

BLASTX 

g729480 

249 

7.0e-22 

47 

100 

FERREDOXIN — NADP REDUCTASE, ROOT ISOZYME PRECURSOR (FNR) 
>gi_435647_dbj_BAA04232_ (D17410) f erredoxin-NADP+ 
reductase [Oryza sativa] >gi_902936_dbj_BAA0747 9 . 1_ 

(D38445) root f erredoxin-NADP+ reductase [Oryza sativa] 
>gi_1096932_prf 2113196A f erredoxin-NADP oxidoreductase 

[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



405183 

LIB3475-009-P1-K1-F5 

BLASTX 

gl076678 

296 

4.0e-27 

70 

86 

ubiquitin / ribosomal protein S27a - potato (fragment) 
405184 

LIB3475-009-P1-K1-F7 

BLASTX 

g4678293 

191 



52235 



E' value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-14 

53 
33 

(AL049655) 



hypothetical protein [Arabidopsis thaliana] 



405185 

LIB3475-009-P1-K1-F8 

BLASTN 

g3618307 

102 

2.0e-50 

179 

99 

Oryza sativa mRNA for zinc finger protein, complete cds, 
clone:C60910 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405186 

LIB3475-009-P1-K1-G10 

BLASTX 

gll70871 

635 

2.0e-66 

150 

85 

MALATE OXIDOREDUCTASE, CHLOROPLAST PRECURSOR (MALIC ENZYME) 
(ME) (NADP-DEPENDENT MALIC ENZYME) (NADP-ME) 

>gi_1076749_pir S46499 NADP-dependent malic enzyme - rice 

>gi_415315_dbj_BAA03949_ (D16499) NADP-dependent malic 
enzyme [Oryza sativa] 

405187 

LIB3475-009-P1-K1-G11 

BLASTX 

g3600039 

382 

9.0e-37 

124 

56 

(AF080119) similar to Schizosaccharomyces pombe isp4 
protein (GB:D14061) [Arabidopsis thaliana] 

405188 

LIB3475-009-P1-K1-G12 

BLASTX 

g4415933 

352 

2.0e-33 

142 

52 

(AC006418) putative cellular apoptosis susceptibility 
protein [Arabidopsis thaliana] 

>gi_4559390_gb_AAD23050.1_AC006526_15 (AC006526) putative 
cellular apoptosis susceptibility protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 



405189 

LIB3475-009-P1-K1-G5 



52236 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl076421 

163 

1.0e-ll 

51 
63 

transcription factor TGA3 - Arabidopsis thaliana >gi_304113 
(L10209) transcription factor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405190 

LIB3475-009-P1-K1-G8 

BLASTX 

g2213884 

195 

6.0e-15 

77 

53 

(AF004166) 2-isopropylmalate synthase [Lycopersicon 
pennellii] 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405191 

LIB3475-009-P1-K1-G9 

BLASTX 

g3915070 

462 

2.0e-46 

97 

95 

HISTIDYL-TRNA SYNTHETASE (HISTIDINE — TRNA LIGASE) (HISRS) 
>gi_1841704_emb_CAB06653_ (Z85984) histidyl tRNA Synthetase 
[Oryza sativa] 



Seq. No. 


405192 


Seq. ID 


LIB3475-009- 


Method 


BLASTX 


NCBI GI 


g2735017 


BLAST score 


153 


E value 


4.0e-10 


Match length 


90 


% identity 


42 


NCBI Description 


(U82481) KI 


Seq. No. 


405193 


Seq. ID 


LIB3475-009- 


Method 


BLASTX 


NCBI GI 


g4938503 


BLAST score 


246 


E value 


7.0e-21 


Match length 


110 


% identity 


29 


NCBI Description 


(AL078465) ] 


Seq. No. 


405194 


Seq, ID 


LIB3475-009 


Method 


BLASTN 


NCBI GI 


gl261857 


BLAST score 


70 



1 [Zea mays] 



-P1-K1-H12 



52237 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



2.0e-31 

78 

97 

Rice CatA gene for catalase, complete cds 
405195 

LIB3475-010-P1-K1-A10 

BLASTX 

g3786001 

201 

8.0e-16 

53 

68 

(AC0054 99) unknown protein [Arabidopsis thaliana] 
405196 

LIB3475-010-P1-K1-A11 

BLASTX 

g5080816 

346 

1.0e-32 

125 
58 

(AC007258) Putative ATPase [Arabidopsis thaliana] 
405197 

LIB3475-010-P1-K1-A12 

BLASTX 

gl351974 

464 

2.0e-46 

90 

99 

ADP-RIBOSYLATION FACTOR >gi_107 67 88_pir S49325 

ADP-ribosylation factor - maize >gi_1076789_pir S53486 

ADP-ribosylation factor - maize >gi_556686__emb_CAA56351_ 
(X80042) ADP-ribosylation factor [Zea mays] 

405198 

LIB3475-010-P1-K1-A3 

BLASTX 

g3786005 

149 

2.0e-09 

30 

87 

(AC005499) putative phosphoethanolamine 
cytidylyltransferase [Arabidopsis thaliana] 

405199 

LIB3475-010-P1-K1-A4 

BLASTX 

g2760347 

684 

4.0e-72 

137 

18 



52238 



NCBI Description (U84968) ubiquitin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405200 

LIB3475-010-P1-K1-A5 

BLASTX 

g2244797 

239 

3.0e-21 

132 
48 

(Z97336) hypothetical protein 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405201 

LIB3475-010-P1-K1-A9 

BLASTX 

g!402908 

220 

7.0e-18 

79 
52 

(X98315) peroxidase [Arabidopsis thaliana] 
>gi_1429221_emb_CAA67313__ (X98777) peroxidase ATP16a 
[Arabidopsis thaliana] >gi_4455802_emb_CAB37193_ (AJ133036) 
peroxidase [Arabidopsis thaliana] 



Seq. No. 


405202 


Seq. ID 


LIB3475-010- 


Method 


BLASTX 


NCBI GI 


g893294 


BLAST score 


161 


E value 


4.0e-ll 


Match length 


78 


% identity 


47 


NCBI Description 


(L43362) 4-. 


Seq. No. 


405203 


Seq. ID 


LIB3475-010 


Method 


BLASTX 


NCBI GI 


g4538961 


BLAST score 


344 


E value 


1.0e-32 


Match length 


91 


% identity 


-64 


NCBI Description 


(AL049488) 




thaliana] 


Seq. No. 


405204 


Seq. ID 


LIB3475-010 


Method 


BLASTX 


NCBI GI 


g4335748 


BLAST score 


230 


E value 


3.0e-19 


Match length 


106 


% identity 


56 



-P1-K1-B11 



isoleucine-tRNA ligase-like protein [Arabidopsis 



NCBI Description 



(AC006284) putative A3 protein [Vigna unguiculata] 
(integral membrane protein) [Arabidopsis thaliana] 



52239 



Seq. No. 


405205 


Seq. ID 


t TfiO ylTC A1 A T>T T/"\ "DO 

LIB34 /b-UlU-Pl-Kl-Hz 


Method 


BLASTX 


NCBI GI 


g5360221 


BLAST score 


400 


E value 


5 . Oe-39 


Match length 


82 


% identity 


93 


NCBI Description 


(ABUllzoz) nuclear transport: iacior z UNir^j Luryzd. tdLivd, 


Seq. No. 


405206 


Seq. ID 


LIB3475-010-P1-K1-B3 


Method 


BLASTX 


NCBI GI 


g3668089 


BLAST score 


189 


E value 


2 . Oe-14 


Match length 


69 


% identity 


55 


NCBI Description 


(ACQQ4 667) unknown protein [Araoiaopsis unananaj 


Seq. No. 


405207 


Seq. ID 


LIB3475-010-P1-K1-B4 


Method 


BLASTX 


NCBI GI 


gl881585 


BLAST score 


182 


E value 


2 . 0e-13 


Match length 


59 


% identity 


69 


NCBI Description 


(U72489) remorin [Solanum tuberosum] 


Seq. No. 


405208 


Seq. ID 


LIB3475-010-P1-K1-B8 


Method 


BLASTX 


NCBI GI 


g3668089 


BLAST score 


445 


E value 


2. Oe-44 


Match length 


94 


% identity 


87 


NCBI Description 


(AC004 667) unknown protein [Arabidopsis thaliana] 


Seq. No. 


405209 


Seq. ID 


LIB3475-010-P1-K1-C1 


Method 


BLASTX 


NCBI GI 


g417154 


BLAST score 


629 


E value 


7.0e-66 


Match length 


122 


% identity 


100 


NCBI Description 


HEAT SHOCK PROTEIN 82 >gi 100685 pir S25541 heat shock 



protein 82 - rice (strain Taichung Native One) 
>gi_20256_emb_CAA77978_ (211920) heat shock protein 82 
(HSP82) [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



405210 

LIB3475-010-P1-K1-C10 

BLASTX 

g4049349 



52240 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282 

4.0e-25 

99 

59 

(AL034567) ubiquinol- cytochrome c reductase-like protein 
[Arabidopsis thaliana] 

405211 

LIB3475-010-P1-K1-C11 

BLASTX 

g4185515 

145 

2.0e-09 

43 

67 

(AF102824) actin depolymerizing factor 6 [Arabidopsis 
thaliana] >gi_6007773_gb_AAF01035 . 1_AF18357 6JL (AF18357 6) 
actin depolymerizing factor 6 [Arabidopsis thaliana] 

405212 

LIB3475-010-P1-K1-C12 

BLASTX 

g4115913 

296 

9.0e-27 

130 

48 

(AF118222) contains similarity to Iron/Ascorbate family of 
oxidoreductases (Pfam: PF00671, Score=307.1, E=2.2e-88, 
N-l) [Arabidopsis thaliana] >gi_4539409_emb_CAB40042 . 1_ 

(AL04 9524) putative flavanone 3-beta-hydroxylase 

[Arabidopsis thaliana] 

405213 

LIB3475-010-P1-K1-C2 

BLASTX 

g629641 

539 

2.0e-55 

110 

96 

PsHSC71.0 protein - garden pea >gi_l 07 65 3 0_pir S53500 

HSC71.0 protein - garden pea >gi_473217_emb_CAA83548_ 
(Z32537) PsHSC71.0 [Pisum sativum] 

405214 

LIB3475-010-P1-K1-C3 

BLASTX 

gll8170 

242 

6.0e-25 

82 
68 

CYSTEINE PROTEINASE INHIBITOR- I (ORYZACYSTATIN-I ) 

>gi_82491_pir A28464 oryzacystatin - rice >gi_169784 

(J03469) oryzacystatin [Oryza sativa] >gi_169807 (M29259) 
oryzastatin [Oryza sativa] >gi_259137_bbs_120195 (S49967) 



52241 




oryzacystatin=cysteine protease inhibitor [Oryza=rice, 
Peptide, 102 aa] [Oryza] >gi_1280613 (U54702) oryzacystatin 
[Oryza sativa] 



Seq. No, 405215 

Seq. ID LIB3475-010-P1-K1-C4 

Method BLASTX 

NCBI GI g4586378 

BLAST score 400 

E value 6.0e-39 

Match length 84 

% identity 96 

NCBI Description (AB021746) nicotianamine synthase 1 [Oryza sativa] 

Seq. No. 405216 

Seq, ID LIB3475-010-P1-K1-C5 

Method BLASTX 

NCBI GI g2695937 

BLAST score 411 

E value 4.0e-40 

Match length 104 

% identity 73 

NCBI Description (AJ222782) subtilisin-like protease [Hordeum vulgare] 

Seq. No. 405217 

Seq. ID LIB3475-010-P1-K1-C8 

Method BLASTX 

NCBI GI g3928083 

BLAST score 342 

E value 2.0e-32 

Match length 81 

% identity 74 

NCBI Description (AC005770) unknown protein [Arabidopsis thaliana] 

Seq. No. 405218 

Seq. ID LIB3475-010-P1-K1-C9 

Method BLASTX 

NCBI GI gll8170 

BLAST score 353 

E value 2.0e-33 

Match length 102 

% identity 74 



NCBI Description CYSTEINE PROTEINASE INHIBITOR-I ( ORYZACYSTATIN- I) 

>gi_82491_pir A28464 oryzacystatin - rice >gi__169784 

(J03469) oryzacystatin [Oryza sativa] >gi__169807 (M29259) 
oryzastatin [Oryza sativa] >gi_259137_bbs_120195 (S49967) 
oryzacystatin=cysteine protease inhibitor [Oryza=rice, 
Peptide, 102 aa] [Oryza] >gi_1280613 (U54702) oryzacystatin 
[Oryza sativa] 

405219 

LIB3475-010-P1-K1-D10 
BLASTX 
g4455227 
474 

2.0e-47 
123 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



52242 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



73 

(AL035440) SNF8 like protein [Arabidopsis thaliana] 



405220 

LIB3475-010-P1-K1-D3 

BLASTX 

g3914685 

419 

2.0e-41 

92 
88 

60S RIBOSOMAL PROTEIN L17 >gi_2668748 
protein L17 [Zea mays] 



(AF 034948) ribos oma 1 



405221 

LIB3475-010-P1-K1-D5 

BLASTX 

g3377810 

181 

3.0e-13 

77 
47 

(AF076275) contains similarity to glutaredoxins 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405222 

LIB3475-010-P1-K1-D6 

BLASTX 

g2258317 

149 

1.0e-09 

90 

31 

(AF004879) resistance complex protein I2C-2 
esculentum] 



[Lycopersicon 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405223 

LIB3475-010-P1-K1-E1 

BLASTN 

gl041709 

230 

1.0e-126 

301 
94 

Oryza sativa expansin Os-EXP2 



(Os-EXP2) mRNA, complete cds 



405224 

LIB3475-010-P1-K1-E11 

BLASTX 

g462195 

383 

6.0e-37 

90 
83 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG (GOS2 PROTEIN) 

>gi_100682_pir S21636 GOS2 protein - rice 

>gi_20238_emb_CAA36190_ (X51910) GOS2 [Oryza sativa] 



52243 



>gi_3789950 (AF094774) translation initiation factor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 

Match length - 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405225 

LIB3475-010-P1-K1-E12 

BLASTX 

g4467359 

237 

4.0e-20 

74 

65 

(AJ002685) Phosphatidylinositol 4-kinase [Arabidopsis 
thaliana] 

405226 

LIB3475-010-P1-K1-E4 

BLASTX 

gl29591 

569 

8.0e-59 

113 

97 

PHENYLALANINE AMMONIA- LYASE >gi_295824_emb_CAA34226_ 
(X16099) phenylalanine ammonia- lyase [Oryza sativa] 

405227 

LIB3475-010-P1-K1-F10 

BLASTX 

g3334200 

450 

6.0e-45 

96 

91 

GLYCINE DEHYDROGENASE [DECARBOXYLATING] , MITOCHONDRIAL 
PRECURSOR (GLYCINE DECARBOXYLASE) (GLYCINE CLEAVAGE SYSTEM 
P-PROTEIN) >gi_2894362_emb_CAB16918_ (Z99770) P-Protein 
precursor [Solanum tuberosum] 



Seq. No. 


405228 


Seq. ID 


LIB3475-010- 


Method 


BLASTX 


NCBI GI 


g4235430 


BLAST score 


166 


E value 


6.0e-12 


Match length 


41 


% identity 


76 


NCBI Description 


(AF098458) 


Seq. No. 


405229 


Seq. ID 


LIB3475-010 


Method 


BLASTX 


NCBI GI 


g4115377 


BLAST score 


400 


E value 


4.0e-39 


Match length 


112 


% identity 


67 


NCBI Description 


(AC005967) 



52244 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405230 

LIB3475-010-P1-K1-F4 

BLASTN 

g3318612 

47 

1.0e-17 

51 

98 

Zea mays mRNA for mitochondrial phosphate transporter, 
complete cds 



Seq. No. 




Seq. ID 


LIB3475-010-P1-K1-F5 


Method 


BLASTX 


NCBI GI 


g5107033 


BLAST score 


291 


E value 


2. Oe-26 


Match length 


106 


% identity 


58 


NCBI Description 


(AF133708) PP2A regulatory s' 


Seq. No. 


405232 


Seq. ID 


J_i_L.fc5.34t /O U1U rl"IVl r o 


Method 


BLASTX 


NCBI GI 


g4107001 


BLAST score 


194 


E value 


5.0e-15 


Match length 


41 


% identity 


93 


NCBI Description 


(D82035) OSK4 [Oryza sativa] 


Seq. No. 


405233 


Seq. ID 


LIB3475-010-P1-K1-F7 


Method 


BLASTX 


NCBI GI 


g!729971 


BLAST score 


237 


E value 


5.0e-20 


Match length 


74 


% identity 


68 


NCBI Description 


TONOPLAST INTRINSIC PROTEIN, 



GAMMA (GAMMA TIP) 

(AQUAPORIN-TIP) >gi_1076745_pir S52004 gamma-Tip protein 

rice >gi_473997_dbj__BAA05017__ (D25534) gamma-Tip [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405234 

LIB3475-010-P1-K1-G11 

BLASTX 

g2584801 

325 

3.0e-30 

105 

60 

(Y14824) RIRlb protein [Oryza sativa] 



Seq. No. 
Seq. ID 



405235 

LIB3475-010-P1-K1-G4 



52245 



# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4580517 

367 

2.0e-36 

118 

65 

(AF036302) 



scarecrow-like 5 [Arabidopsis thaliana] 



>gi_1362174_pir S577 68 

>gi_ 687638 (U18404) 



405236 

LIB3475-010-P1-K1-G5 
BLASTX 
g2497883 
157 

2.0e-10 
38 
76 

METALLOTHIONEIN-LIKE PROTEIN TYPE 1 
metallothionein-like protein - rice _ 
metallothionein-like protein [Oryza sativa] >gi_1815626 
(U43529) metallothionein-like type 1 lOryza sativa] 
>gi_4097154_gb_AAD10376.1_ (U46159) type 1 rice 
metallothionein-like gene; Method: conceptual translation 
supplied by author. [Oryza sativa] 

405237 

LIB3475-010-P1-K1-G6 

BLASTX 

g629688 

161 

4.0e-ll 

86 

42 

dehydroquinase shikimate dehydrogenase - Common tobacco 
>gi_535771 (L32794) dehydroquinate dehydratase/shikimate 
dehydrogenase [Nicotiana tabacum] 



Seq. No. 


405238 


Seq. ID 


LIB3475-010- 


Method 


BLASTX 


NCBI GI 


g5815235 


BLAST score 


379 


E value 


2.0e-36 


Match length 


112 


% identity 


69 


NCBI Description 


(AF173640) 


Seq. No. 


405239 


Seq. ID 


LIB3475-010 


Method 


BLASTX 


NCBI GI 


g4775271 


BLAST score 


379 


E value 


1.0e-36 


Match length 


96 


% identity 


77 


NCBI Description 


(AJ131214) 



-P1-K1-G9 



SF2/ASF-like splicing modulator Srp30, variant 1 
[Arabidopsis thaliana] 



52246 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405240 

LIB3475-010-P1-K1-H10 

BLASTX 

g2130073 

412 

2.0e-40 

81 

99 

fructose-bisphosphate aldolase (EC 4.1.2.13) isoenzyme C-l, 
cytosolic - rice >gi_786178_dbj_BAA08845_ (D50307) aldolase 
C-l [Oryza sativa] >gi_790970_dbj_BAA08830_ (D50301) 
aldolase C-l [Oryza sativa] 



Seq. No. 


405241 


qpa ID 


LIB3475-010-P1-K1-H2 


Method 


BLASTX 


NCBI GI 


g4884966 


BLAST score 


616 


E value 


3.0e-64 


Match length 


127 


% identity 


96 


NCBI Description 


(AF145478) calcium ATPase [Mes< 


Seq. No. 


405242 


Seq. ID 


LIB3475-010-P1-K1-H8 


Method 


BLASTN 


NCBI GI 


g4730885 


BLAST score 


47 


E value 


2.0e-17 


Match length 


143 


% identity 


83 


NCBI Description 


Oryza sativa mRNA for alanine 




cds 


Seq. No. 


405243 


Seq. ID 


LIB3475-010-P1-K1-H9 


Method 


BLASTX 


NCBI GI 


g3242787 


BLAST score 


223 


E value 


2.0e-18 


Match length 


68 



complete 



% identity 

NCBI Description 



57 

(AF055356) 
thaliana] 



respiratory burst oxidase protein E [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405244 

LIB3475-011-P1-K1-A1 

BLASTX 

g3676294 

261 

3.0e-23 

57 

95 

(U964 96) mitochondrial ATPase beta 
sylvestris] 



subunit [Nicotiana 



Seq. No. 



405245 



52247 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3475-011-P1-K1-A2 

BLASTX 

g3023816 

546 

4.0e-56 

110 

95 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 
>gi_968996 (U31676) glyceraldehyde-3-phosphate 
dehydrogenase [Oryza sativa] 

405246 

LIB3475-011-P1-K1-A3 

BLASTX 

g2576361 

422 

1.0e-41 

93 
83 

(U39782) lysine and histidine specific transporter 
[Arabidopsis thaliana] 

405247 

LIB3475-011-P1-K1-A5 

BLASTX 

gll69198 

342 

5.0e-32 

113 

59 

DNA- DAMAGE - RE PAI R/ TOLERAT I ON PROTEIN DRT101 PRECURSOR 

>gi_479738_pir S35270 hypothetical protein - Arabidopsis 

thaliana >gi_166926 (L11367) [Arabidopsis thaliana 
unidentified mRNA sequence, complete cds.], gene product 
[Arabidopsis thaliana] 

405248 

LIB3475-011-P1-K1-A9 

BLASTX 

gl21349 

377 

1.0e-36 

72 
100 

GLUTAMINE SYNTHETASE SHOOT ISOZYME (GLUTAMATE — AMMONIA 
LIGASE) (CLONE LAMBDA-GS28) >gi__20368_emb_CAA324 61_ 
(X14245) cytosolic glutamine synthetase (AA 1-356) [Oryza 
sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



405249 

LIB3475-011-P1-K1-B11 

BLASTX 

g3913525 

194 

2.0e-15 

44 

75 



52248 



NCBI Description DNA POLYMERASE DELTA CATALYTIC CHAIN >gi__2895198 (AF020193) 
DNA polymerase delta [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405250 

LIB3475-011-P1-K1-B2 

BLASTN 

g6015437 

34 

2.0e-09 

38 

97 

Homo sapiens PEX1 mRNA, complete cds 
405251 

LIB3475-011-P1-K1-B3 

BLASTX 

g3377507 

159 

3.0e-ll 

49 

65 

(AF056026) auxin transport protein EIR1 [Arabidopsis 
thaliana] >gi_3661620 (AF093241) putative auxin efflux 
carrier AGR [Arabidopsis thaliana] >gi_3746886 (AF087459) 
polar-auxin-transport efflux component AGRAVITROPIC 1 
[Arabidopsis thaliana] >gi_4206709 (AF086906) root 
gravitropism control protein [Arabidopsis thaliana] 



Seq. No. 


405252 


Seq. ID 


LIB3475-011-P1-K1-B6 


Method 


BLASTN 


NCBI GI 


gl519250 


BLAST score 


99 


E value 


1.0e-48 


Match length 


129 


% identity 


95 


NCBI Description 


Oryza sativa GF14-C prote: 


Seq. No. 


405253 


Seq. ID 


LIB3475-011-P1-K1-B8 


Method 


BLASTN 


NCBI GI 


g5295936 


BLAST score 


253 


E value 


1.0e-140 


Match length 


304 


% identity 


95 


NCBI Description 


Oryza sativa genomic DNA, 




complete sequence 


Seq. No. 


405254 


Seq. ID 


LIB3475-011-P1-K1-B9 


Method 


BLASTX 


NCBI GI 


g3717946 


BLAST score 


216 


E value 


2.0e-17 


Match length 


104 


% identity 


47 



52249 



NCBI Description 



(AJ005901) vagi [Arabidopsis thaliana] 

>gi_5853315_gb_AAD54418.1_ (AF181688) vacuolar membrane 
ATPase subunit G [Arabidopsis thaliana] 



Seq. No. 


405255 


Seq. ID 


LIB3475-011-P1-K1-C1 


Method 


nr HP mv 

BLAST X 


NCBI GI 


g3io47oo 


BLAST score 


257 


E value 


4 . Oe-22 


Match length 


ET "7 

57 


% identity 


86 


NCBI Description 


I iIdd / z] putatiive argimne / serine ncn spiicmg xacLor 




[Medicago sativa] 


Seq. No. 


405256 


Seq. ID 


LIB3475-011-P1-K1-C2 


Method 


BLASTX 


NCBI GI 


g2647938 


BLAST score 


187 


E value 


5 . Oe-14 


Match length 


60 


% identity 


60 


NCBI Description 


(D50641) plant metallothionein-like protein [Hordeum 




vulgare] 


Seq. No. 


405257 


Seq. ID 


LIB3475-011-P1-K1-C3 


Method 


BLASTX 


NCBI GI 


g2618698 


BLAST score 


329 


E value 


8.0e-31 


Match length 


104 


% identity 


59 


NCBI Description 


(AC002510) unknown protein [Arabidopsis thaliana] 


Seq. No. 


405258 


Seq. ID 


LIB3475-011-P1-K1-C9 


Method 


BLASTX 


NCBI GI 


g732207 


BLAST score 


156 


E value 


1.0e-10 


Match length 


55 


% identity 


53 


NCBI Description 


HYPOTHETICAL 75.4 KD PROTEIN IN AUT1-CSE2 INTERGENIC REGION 


>gi 626466 pir S45131 probable membrane protein YNROUbw - 




yeast (Saccharomyces cerevisiae) >gi_496725_emb_CAA54 57 6_ 




(X77395) N2042 [Saccharomyces cerevisiae] 




>gi_1302482_emb_CAA96285_ (Z71623) ORF YNR008w 




[Saccharomyces cerevisiae] 


Seq. No. 


405259 


Seq. ID 


LIB3475-011-P1-K1-D10 


Method 


BLASTX 


NCBI GI 


gl076678 


BLAST score 


202 


E value 


3.0e-16 



52250 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42 
98 

ubiquitin 



/ ribosomal protein S27a - potato (fragment) 



405260 

LIB3475-011-P1-K1-D2 

BLASTX 

g5139541 

220 

5.0e-18 
104 
49 

(AJ243308) 
sativum] 



nodulin26-like major intrinsic protein [Pisum 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405261 

LIB3475-011-P1-K1-D3 

BLASTX 

g2662343 

161 

2.0e-ll 

31 

100 

(D63581) EF-1 alpha [Oryza sativa] 
405262 

LIB3475-011-P1-K1-D4 

BLASTN 

g287394 

38 

4.0e-12 

88 
98 

Oryza sativa mRNA for chilling tolerance related protein, 
complete cds, clone :pBC121 

405263 

LIB3475-011-P1-K1-D6 

BLASTX 

g6056372 

359 

2.0e-34 

83 

75 

(AC009894) Very similar to receptor-like serine/threonine 
kinase [Arabidopsis thaliana] 

405264 

LIB3475-011-P1-K1-E1 

BLASTX 

g4586045 

456 

1.0e-45 

122 

67 

(AC007020) putative ankyrin protein [Arabidopsis thaliana] 



52251 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405265 

LIB3475-011-P1-K1-E11 

BLASTX 

gll70937 

533 

1.0e-54 

105 
98 

S - ADENOS YLMETHIONINE SYNTHETASE 1 (METHIONINE 

ADENOS YLTRANS FERASE 1) (ADOMET SYNTHETASE 1) 

>gi_4 5054 9_emb_CAA8 148 1_ (Z26867) S-adenosyl methionine 

synthetase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405266 

LIB3475-011-P1-K1-E3 

BLASTX 

g606817 

287 

4.0e-26 

56 
96 

(U08404) carbonic anhydrase [Oryza sativa] 
>gi_5917783_gb_AAD56038.1_AF182806_l (AF182806) 
anhydrase 3 [Oryza sativa] 



carbonic 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405267 

LIB3475-011-P1-K1-F1 

BLASTX 

g2501646 

502 

5.0e-51 

109 

87 

UROPORPHYRINOGEN DECARBOXYLASE (UPD) 

>gi_1362169_pir S55733 uroporphyrinogen decarboxylase - 

barley >gi_1016347_emb_CAA58039_ (X82832) uroporphyrinogen 
decarboxylase [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405268 

LIB3475-011-P1-K1-F10 

BLASTX 

g3482918 

207 

7.0e-17 

49 

84 

(AC003970) Similar to ATP-citrate-lyase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



405269 

LIB3475-011-P1-K1-F12 

BLASTX 

g3941543 

284 

1.0e-25 

83 

67 



52252 



NCBI Description (AF069497) pelota [Arabidopsis thaliana] 

>gi_4 4 69016__emb_CAB38277_ (AL035602) pelota (PEL1) 
[Arabidopsis thaliana] 



Seq. No. 


405270 


Seq. ID 


LIB3475-011-P1-K1-F3 


Method 


BLAST N 


NCBI GI 


g2407286 


BLAST score 


39 


E value 


2 . Oe-lz 


Match length 


59 


% identity 


92 


NCBI Description 


Oryza saciva irieT_ajL-i.OT.monexn j_ijs.e piuLyin uhs-ly**/ uumpj-cuc 




cds 


Seq. No. 


405271 


Seq. ID 


LIB3475-011-Pl-Kl-h 4 


Method 


BLASTN 


NCBI GI 


g3345476 


BLAST score 


57 


E value 


1.0e-23 


Match length 


72 


% identity 


96 


NCBI Description 


Oryza sativa gene for carbonic anhydrase, complete cds 


Seq. No. 


405272 


Seq. ID 


LIB3475-011-P1-K1-F5 


Method 


BLASTX 


NCBI GI 


g2462760 


BLAST score 


163 


E value 


3.0e-ll 


Match length 


77 


% identity 


44 


NCBI Description 


(AC002292) Hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


405273 


Seq. ID 


LIB3475-011-P1-K1-G1 


Method 


BLASTX 


NCBI GI 


g4512659 


BLAST score 


424 


E value 


5.0e-42 


Match length 


99 


% identity 


80 


NCBI Description 


(AC006931) putative protein kinase [Arabidopsis thaliana. 


>gi 4544465 go AADZzo/z.l ACUUoooU 4 t/ituUDOouj putative 




protein kinase - [Arabidopsis thaliana] 


Seq. No. 


405274 


Seq. ID 


LIB3475-011-P1-K1-G12 


Method 


BLASTN 


NCBI GI 


g415316 


BLAST score 


115 


E value 


9.0e-58 


Match length 


244 


% identity 


92 


NCBI Description 


Rice mRNA for acidic ribosomal protein P0, complete cds 



52253 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405275 

LIB3475-011-P1-K1-G8 

BLASTX 

g2129550 

350 

3.0e-33 

97 

71 

calcium-dependent protein kinase (EC 2.7.1.-) CDPK6 - 

Arabidopsis thaliana >gi_212 9554_pir S71901 

calcium-dependent protein kinase 6 - Arabidopsis thaliana 
>gi_836940 (U20623) calcium-dependent protein kinase 
[Arabidopsis thaliana] >gi_836944 (U20625) 
calcium-dependent protein kinase [Arabidopsis thaliana] 
>gi_4454034_emb_CAA23031.1_ (AL035394) calcium-dependent 
protein kinase (CDPK6) [Arabidopsis thaliana] 



Seq. No. 


405276 


Seq. ID 


LIB3475-012-P1-K1-A10 


Method 


BLASTX 


NCBI GI 


g3757521 


BLAST score 


354 


E value 


2.0e-33 


Match length 


140 


Sr i H^nt i t v 


49 


NCBI Description 


(AC005167) unknown protein [Arabidopsis thaliana] 


Seq. No. 


405277 


Seq. ID 


LIB3475-012-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


gl777921 


BLAST score 


730 


E value 


1.0e-77 


Match length 


150 


% identity 


92 


NCBI Description 


(U54774) glutamate decarboxylase [Nicotiana tabacum] 


Seq. No. 


405278 


Seq. ID 


LIB3475-012-P1-K1-A2 


Method 


BLASTX 


NCBI GI 


g82410 


BLAST score 


324 


E value 


5.0e-30 


Match length 


91 


% identity 


68 


NCBI Description 


peroxidase (EC 1.11.1.7) BP1 precursor - barley >gi_ 




(M73234) peroxidase BP 1 [Hordeum vulgare] 


Seq. No. 


405279 


Seq. ID 


LIB3475-012-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


gl729971 


BLAST score 


172 


E value 


8.0e-13 


Match length 


35 


% identity 


97 


NCBI Description 


TONOPLAST INTRINSIC PROTEIN, GAMMA (GAMMA TIP) 



52254 



(AQUAPORIN-TIP) >gi_1076745_pir S52004 gamma-Tip protein 

rice >gi_473997_dbj_BAA05017_ (D25534) gamma-Tip [Oryza 
sativa] 



Seq. No. 


405280 


Seq. ID 


LIB3475-012- 


Method 


BLASTX 


NCBI GI 


r\ f f\ ~\ 

g3860333 


BLAST score 


loo 


E value 


1 . Oe-11 


Match length 


85 


% identity 


A A 

44 


NCBI Description 


(AJ012693) J 


Seq. No. 


405281 


Seq. ID 


LIB3475-012 


Method 


BLASTX 


NCBI GI 


g3152559 


BLAST score 


407 


E value 


4.0e-40 


Match length 


83 


% identity 


86 


NCBI Description 


(AC002986) 




F21M12.20, 



basic blue copper protein [Cicer arietinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Similarity to A. thaliana gene product 
gb_AC000132. EST gb_Z25651 comes from this gene. 
[Arabidopsis thaliana] 

405282 

LIB3475-012-P1-K1-A9 

BLASTX 

g2961178 

578 

9.0e-60 

115 

97 

(AF050675) GTP-binding protein [Oryza sativa] 
405283 

LIB3475-012-P1-K1-B1 

BLASTN 

g425795 

80 

7.0e-37 

166 

88 

Rice mRNA for glyceraldehyde-3-phosphate dehydrogenase 
(gene name AD18), partial cds 

405284 

LIB3475-012-P1-K1-B10 

BLASTX 

g4768831 

160 

1.0e-10 

128 
30 

(AF116827) unknown [Homo sapiens] 



52255 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405285 

LIB3475-012-P1-K1-B11 

BLASTN 

g5670155 

67 

3.0e-29 

112 
89 

Oryza sativa subsp. japonica BAC clone 34K24, complete 
sequence 

405286 

LIB3475-012-P1-K1-B12 

BLASTX 

gl29591 

603 

2.0e-66 

140 

97 

PHENYLALANINE AMMONIA-LYASE >gi_295824_emb__CAA34226_ 
(X16099) phenylalanine ammonia-lyase [Oryza sativa] 

405287 

LIB3475-012-P1-K1-B3 

BLASTX 

g3687237 

180 

5.0e-15 

44 

73 

(AC005169) putative Cys3His zinc-finger protein 
[Arabidopsis thaliana] 



Seq. No. 


405288 


Seq. ID 


LIB3475-012-P1-K1-B4 


Method 


BLASTX 


NCBI GI 


g4582787 


BLAST score 


533 


E value 


2.0e-54 


Match length 


106 


% identity 


96 


NCBI Description 


(AJ012281) adenosine : 


Seq. No. 


405289 


Seq. ID 


LIB3475-012-P1-K1-B6 


Method 


BLASTX 


NCBI GI 


g2132182 


BLAST score 


499 


E value 


1.0e-50 


Match length 


135 


% identity 


71 


NCBI Description 


hypothetical protein 



cerevisiae) 
cerevisiae] 



>gi_1151240 (U43281) 



3ast { Saccharomyces 
Lpg22p [Saccharomyces 



Seq. No. 
Seq. ID 



405290 

LIB3475-012-P1-K1-B7~ 



52256 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g!707998 

902 

1.0e-97 

184 

93 

SERINE HYDROXYMETHYLTRANSFERASE, MITOCHONDRIAL PRECURSOR 
(SERINE METHYLASE) {GLYCINE HYDROXYMETHYLTRANSFERASE) 
(SHMT) >gi_481944_pir S40218 glycine 

hydroxymethyl transferase (EC 2.1.2.1) - potato 

>gi_438247_emb_CAA81082_ (Z25863) glycine 

hydroxymethyl transferase [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405291 

LIB3475-012-P1-K1-B9 

BLASTX 

g548774 

418 

5.0e-41 

99 
82 

60S RIBOSOMAL PROTEIN L7A >gi_542158_pir S38360 ribosomal 

protein L7a - rice >gi_303855_dbj_BAA02156_ (D12631) 
ribosomal protein L7A [Oryza sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405292 

LIB3475-012-P1-K1-C10 

BLASTX 

g4584525 

679 

2.0e-71 
166 
76 

(AL049607) 
thaliana] 



protein phosphatase 2C-like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405293 

LIB3475-012-P1-K1-C11 

BLASTX 

gl352830 

883 

2.0e-95 

176 

98 

VACUOLAR ATP SYNTHASE CATALYTIC SUBUNIT A (V-ATPASE 69 
SUBUNIT) >gi_1049253 (U36436) vacuolar ATPase 69 kDa 
subunit [Zea mays] 



KD 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405294 

LIB3475-012-P1-K1-C12 

BLASTX 

g2586087 

199 

2.0e-15 

118 

14 

(U72724) receptor kinase-like protein ^ [Oryza sativa] 



52257 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405295 

LIB3475-012-P1-K1-C2 

BLASTX 

gl085002 

213 

2.0e-17 

69 

54 

mitochondrial carrier protein DIF-1 homolog - 
Caenorhabditis elegans >gi_472902_emb_CAA53721_ (X76115) 
carrier protein (cl) [Caenorhabditis elegans] 
>gi_829102_emb_CAA88283_ (Z48240) DIF-1 [Caenorhabditis 
elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405296 

LIB3475-012-P1-K1-C4 

BLASTX 

g2058498 

201 

5.0e-16 

42 

100 

(U76029) hemoglobin 1 [Oryza sativa] 
hemoglobin 1 [Oryza sativa] 



>gi 2058500 (U76030) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405297 

LIB3475-012-P1-K1-C8 

BLASTX 

g3790102 

472 

2.0e-47 

136 

68 

(AF095521) pyrophosphate-dependent phosphof ructokinase 
alpha subunit [Citrus X paradisi] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405298 

LIB3475-012-P1-K1-D1 

BLASTX 

g3789948 

775 

1.0e-82 
160 
*92 

(AF094773) translation initiation factor 5A [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405299 

LIB3475-012-P1-K1-D10 

BLASTX 

g2130073 

674 

4.0e-71 ' 

132 
98 

fructose-bisphosphate aldolase (EC 4.1.2.13) isoenzyme C-l, 
cytosolic - rice >gi_786178_dbj_BAA08845_ (D50307) aldolase 



52258 




C-l [Oryza sativa] >gi_790970_dbj_BAA08830_ (D50301) 
aldolase C-l [Oryza sativa] 



Seq. No. 


405300 


Seq. ID 


LIB3475-012-P1-K1-D11 


Mot" hoei 


BLASTX 


NCBI GI 


a4093169 


DXiAiJ 1 


448 


V. MPi 1 HP 


2 . Oe-44 


lid l. oil icii^un 


121 




71 


NCBI Description 


(AF095933) p20-Arc [Dictyostelium discoideum] 


Seer. No. 


405301 

^ \S *w» w V -L» 


Seq. ID 


LIB3475-012-P1-K1-D12 


Method 


BLASTX 


NCBI GT 


a4678332 


BLAST score 


187 


Hj v d-i. u." 




Mstch 1 pnnth 


82 








fZiT.n4 Q £ R ^ nnf af-i tto r^or^t* i Ho +■ ran ennrf" or* r A r*a V"i "i Hon q t o 
\ niiUrt .7 VJ -J O } pUl.aLlvC pcpUlUC UiailopUI LCI |_ raJ_ QJJ J- \JL\jy> g±g 




1" Ha 1 1 ana 1 

L-lldX X diid J 


Seq. No. 


405302 


Seq. ID 


LIB3475-012-P1-K1-D2 


■{- Vi ^H 
I It; UilUU, 


OXlTlO X /V 






rsJUrioi score 




TT va 1 HP 

l_l V d-L Lix^ 


2 . 0e-19 


rid L Oil Xtsiiy Ull 




& T Hon t" *i +*\7 


/ \j 


NFf**RT np^nri on 

LN^DX i-J\Z, OUJ L ^ L. X. vJll 






40S303 


Sea ID 


LIB3475-012-P1-K1-D3 


Method 


BLASTX 


NCBI GI 


g283008 




316 


ill V CL-L Las? 


1 Op-29 


Ma +- /~*Vi 1 on nr"t~ n 

1 id L. v»>ll ±C11U L. II 






100 




<5n/~ t vo a o cunf haco I V* C* 0 4 1 "1 *5 ^ _ v» "i o o 
dUOIuoc oyilLIlaoc ^IjU • *i • X * lj / XJ.L.C 








eal" i T7a 1 
o d LlVaj 




4 0^04 


OC^j. XL/ 


T.TR^4 7 ^ 01 9 — Pi — Kl — n7 

XjX1jO*± I *j UXZ. ItX Ja X LJ 1 


Method 


BLASTX 


NCBI GI 


g729480 


BLAST score 


719 


E value 


3.0e-76 


Match length 


135 


% identity 


99 


NCBI Description 


FERREDOXIN — NADP REDUCTASE, ROOT ISOZYME PRECURSOR C 




>gi 435647 dbj BAA04232 (D17410) f erredoxin-NADP-h 




reductase [Oryza sativa] >gi ^02936 dbj BAA07479,*! 



52259 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4> 



(D38445) root f erredoxin-NADP+ reductase [Oryza sativa] 

>gi_1096932_prf 2113196A f erredoxin-NADP oxidoreductase 

[Oryza sativa] 

405305 

LIB3475-012-P1-K1-D8 

BLASTX 

g2130073 

542 

1.0e-55 

107 
99 

fructose-bisphosphate aldolase (EC 4.1.2.13) isoenzyme C-l, 
cytosolic - rice >gi_786178_dbj_BAA08845_ (D50307) aldolase 
C-l [Oryza sativa] >gi_7 9097 0_dbj_BAA08830_ (D50301) 
aldolase C-l [Oryza sativa] 



Seq. No. 


405306 


Seq. ID 


LIB3475-012-P1-K1-E1 


Method 


BLASTX 


NCBI GI 


g5923671 


BLAST score 


185 


E value 


2.0e-30 


Match length 


180 




10 


NCBI Description 


(AC009326) hypothetical protein 


Seq. No. 


405307 


Seq. ID 


LIB3475-012-P1-K1-E12 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


38 


E value 


6.0e-12 


Match length 


50 


% identity 


67 


NCBI Description 


Homo sapiens PEX1 mRNA, complete 


Seq. No. 


405308 


Seq. ID 


LIB3475-012-P1-K1-E8 


Method 


BLASTX 


NCBI GI 


g2275202 


BLAST score 


317 


E value 


2.0e-29 


Match length 


92 


% identity 


57 


NCBI Description 


(AC002337) acyl-CoA synthetase i; 




thaliana] 


Seq. No. 


405309 


Seq. ID 


LIB3475-012-P1-K1-F10 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


2.0e-10 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 



52260 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405310 

LIB3475-012-P1-K1-F11 

BLASTX 

g2340104 

600 

3.0e-62 

159 
69 

(AC002476) 
HS-CUL-4B. 



Very similar and perhaps identical to 
80-100% similarity to partial sequence 



U58091 



(PID:gl381150) . [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405311 

LIB3475-012-P1-K1-F12 

BLASTX 

g4586546 

409 

7.0e-40 

126 

64 

(AB016718) aldehyde dehydrogenase class 1 [Xenopus laevis] 
405312 

LIB3475-012-P1-K1-F3 

BLASTX 

g4582787 

504 

2.0e-51 

98 

97 

(AJ012281) adenosine kinase [Zea mays] 
405313 

LIB3475-012-P1-K1-F7 

BLASTX 

g2605887 

156 

1.0e-10 

60 

57 

(AF029242) dormancy-associated protein [Pisum sativum] 
405314 

LIB3475-012-P1-K1-F8 

BLASTX 

gll73234 

285 

2.0e-25 

97 

63 

40S RIBOSOMAL PROTEIN S25 >gi_481909_pir S40089 ribosomal 

protein S25 - tomato >gi_4 3567 9_emb_CAA54132_ (X7 6714) 
ribosomal protein S25 [Lycopersicon esculentum] 

>gi_1584836__prf 2123431A ribosomal protein S25 

[Lycopersicon esculentum] 



52261 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405315 

LIB3475-012-P1-K1-G1 

BLASTX 

g4768974 

639 

8.0e-67 

125 

99 

(AF140487) origin recognition complex protein [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405316 

LIB3475-012-P1-K1-G3 

BLASTX 

g2702281 

243 

4.0e-21 

48 

44 

(AC003033) putative protein disulfide isomerase precursor 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405317 

LIB3475-012-P1-K1-G6 

BLASTX 

g4512699 

333 

5.0e-31 

99 

72 

(AC006569) putative NADH- ubiquinone oxireductase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405318 

LIB3475-012-P1-K1-G8 

BLASTX 

g3236242 

421 

3.0e-41 

104 
80 

(AC004684) putative ribosomal protein L36 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 



405319 

LIB3475-012-P1-K1-H10 

BLASTN 

g6015437 

37 

4.0e-ll 

48 

66 

Homo sapiens PEX1 mRNA, complete cds 
405320 

LIB3475-012-P1-K1-H11 
BLASTX 



52262 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g462195 
480 

3.0e-48 

108 

87 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG (GOS2 PROTEIN) 

>gi_100682_pir S21636 GOS2 protein - rice 

>gi_20238_emb_CAA36190_ (X51910) GOS2 [Oryza sativa] 
>gi_3789950 (AF094774) translation initiation factor [Oryza 
sativa] 



Seq. No. 


405321 


Seq. ID 


Lir>o4 to — i\±-no 


Method 


T\ X "TV omiLi 

BLASTN 


NCBI GI 


g3885887 


BLAST score 


319 


E value 


1 . Oe-179 


Match length 


354 


% identity 


98 


NCBI Description 


Oryza sativa high mobility group protein (HMG] 




complete cds 


Seq. No. 


405322 


Seq. ID 


LIB3475-012-P1-K1-H7 


Method 


BLASTX 


NCBI GI 


g3885888 


BLAST score 


316 


E value 


7.0e-29 


Match length 


107 


% identity 


65 


NCBI Description 


(AF093632) high mobility group protein [Oryza 


Seq. No. 


405323 


Seq. ID 


LIB3475-012-P1-K1-H8 


Method 


BLASTX 


NCBI GI 


g4835229 


BLAST score 


169 


E value 


1.0e-ll 


Match length 


57 


% identity 


54 


NCBI Description 


(AL049862) putative protein [Arabidopsis thai, 


Seq. No. 


405324 


Seq. ID 


LIB3475-012-P1-K1-H9 


Method 


BLASTX 


NCBI GI 


g2181180 


BLAST score 


169 


E value 


1.0e-ll 


Match length 


102 


% identity 


43 


NCBI Description 


- (Z84377) xylosidase [Aspergillus niger] 


Seq. No. 


405325 


Seq. ID 


LIB3477-001-P1-K1-A1 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


33 



mRNA, 



52263 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



9.0e-10 

33 
100 

Homo sapiens PEX1 mRNA, complete cds 
405326 

LIB3477-001-P1-K1-A10 

BliASTN 

g4680189 

39 

2.0e-12 

67 

91 

Oryza sativa subsp. indica putative dnaJ-like protein, 
putative myb-related protein, putative farnesyl 
pyrophosphate synthase, and hypothetical protein genes, 
complete cds 





Seq. No. 


405327 




Seq. ID 


LIB3477-001- 


,s 


Method 


BLASTX 




NCBI GI 


g4079800 




BLAST score 


315 




E value 


4 . 0e-29 




Match length 


62 




% identity 


98 




NCBI Description 


(AF052503) I 






sativa] 




Seq. No. 


405328 


■Pi 


Seq. ID 


LIB3477-001- 




Method 


BLASTX 




NCBI GI 


g3885888 




BLAST score 


312 




E value 


2.0e-28 




Match length 


106 




% identity 


65 




NCBI Description 


(AF093632) ] 




Seq. No. 


405329 




Seq. ID 


LIB3477-001- 




Method 


BLASTX 




NCBI GI 


g633110 




BLAST score 


596 




E value 


5.0e-62 




Match length 


118 




% identity 


99 




NCBI Description 


(D31843) pi; 




Seq. No. 


405330 




Seq. ID 


LIB3477-001 




Method 


BLASTX 




NCBI GI 


g3318615 




BLAST score 


398 




E value 


1.0e-38 




Match length 


103 




. % identity 


79 



■P1-K1-A11 



S-phase-specific ribosomal protein [Oryza 



■P1-K1-A2 



■P1-K1-A4 



52264 



NCBI Description 



(AB016065) 
sativa] 



mitochondrial phosphate transporter [Oryza 



Seq. No. 


405331 


Seq. ID 


LIB3477-001-P1-K1-A7 


Method 


nT TV O rnv 

BLAolA 


NCBI GI 


_Q Q QCOQQ 

gooooo oo 


BLAST score 


loo 


E value 


4 . ue -L4i 


Match length 


A O 


% identity 


Q 1 
O 1 


jnudi uescripnon 


f ftTrnQ^ £ "39 ^ "h -i rrh mnhi 1 i rrrnnn riToi - p "i n fOrvza sativa 


Seq. No. 


405332 


Seq. ID 


LIB3477-001-P1-K1-A8 


Method 


nli£\o I A 


NCBI GI 


g40o /DO/ 


BLAST score 


I/O 


E value 




Match length 


l f 


% identity 


*3 O 


NCBI Description 


f 7\Pf\riCc;c;A\ TT1 HA"} 7 r ZivaK-i r\ r>-rs e to f hal i anal 

(ACUUbooU; r iuuj. / L/iraoxaopsrs tndiiauaj 


oeq. no. 


4U0 J J J 


Seq. ID 


LIB3477-001-P1-K1-A9 


Method 


BLASTX 


NCBI GI 


g4587552 


BLAST score 


638 


E value 


7.0e-67 


Match length 


131 


% identity 


88 


NCBI Description 


(AC006577) Strong similarity to gb S77096 aldehyde 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



dehydrogenase homolog from Brassica napus and is a member 
of PF_00171 Aldehyde dehydrogenase family. ESTs gb_T4 6213, 
gb_T42164, gb_T43682, gb_N96380, gb_T42973, gb 

405334 

LIB3477-001-P1-K1-B1 

BLASTX 

g2760362 

361 

2.0e-34 

85 

81 

(AF016511) 15.9 kDa subunit of RNA polymerase II 
[Arabidopsis thaliana] 

405335 

LIB3477-001-P1-K1-B10 

BLASTX 

g3023816 

587 

6.0e-61 

114 

98 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 
>gi_968996 (U31676) glyceraldehyde-3-phosphate 



52265 



dehydrogenase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405336 

LIB3477-001-P1-K1-B11 

BLASTX 

g544018 

220 

5.0e-18 

96 

49 

NITRATE/CHLORATE TRANSPORTER >gi_107 6359_pir A45772 

nitrate-inducible nitrate transporter - Arabidopsis 
thaliana >gi_166668 (L10357) CHL1 [Arabidopsis thaliana] 
>gi_3157921 (AC002131) Identical to nitrate/chlorate 
transporter cDNA gb_L10357 from A. thaliana. ESTs 
gb_H37533 and gb_R29790, gb_T46117, gbJT46068, gb_T75688, 
gb_R29817, gb_R29862, gb_Z34634 and gb_Z34258 come from 
this gene. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
\Match length 
% identity 
NCBI Description 



405337 

LIB3477-001-P1-K1-B12 

BLASTX 

gl31148 

181 

1.0e-13 

60 

62 

PHOTOS YSTEM I P700 CHLOROPHYLL A APOPROTEIN A2 

>gi_72674_pir A2RZP7 photosystem I P700 apoprotein A2 - 

rice chloroplast >gi_11981_emb_CAA33995_ (X15901) PSI P700 

apoprotein A2 [Oryza sativa] >gi_226604jprf 1603356AA 

photosystem I P700 apoprotein A2 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405338 

LIB3477-001-P1-K1-B2 

BLASTX 

gl00694 

507 

2.0e-51 

104 

97 

peroxidase (EC 1.11.1.7) precursor - rice 

>gi_20286_emb_CAA46916_ (X66125) peroxidase [Oryza sativa] 
>gi 445620 prf 1909367A peroxidase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405339 

LIB3477-001-P1-K1-B4 

BLASTX 

g2906008 

144 

6.0e-09 

61 

49 

(AF034203) DNA repair protein XRCC1 [Cricetulus griseus] 



Seq. No. 
Seq. ID 



405340 

LIB3477-001-P1-K1-B7 



52266 





ixisT, no u 


D-Lirio 1 A 




NCBI GI 


g4514655 




BLAST score 


575 




E value 


z . ue o? 




Matcn lengtn 


14 b 




% identity 






Ntbi uescription 


^rifiUzy U JO j IJJoj (_ n(_>X LULL VUiydlcJ 




beq. no. 


4 U3o4 1 




beq. liJ 


T TR^477- HOI — Pi -Pfl — RQ 
JjllD-jfl / / UUl r 1 rvl Ij^ 






JD J_irlO 1 A 




NCBI GI 


g3370780 




BLAST score 


639 




E value 


/ . ue-b / 




Matcn lengtn 


lOU 




% identity 


Q O 




NCBI Description 


\ i-LDU 1 D *i -7 / ; C-Il-L U-LIlcio fcJ |_ y o a. 1 — L va J 


o 


Seq. No. 


/i n c: o >i o 
4 




beq. iu 


T TP^A77-fini -Pi — Tfl -PI n 
lilD-j^l / / UUl rl i\l U1U 




Metnoa 


JbSJLi/ib 1 a 






go / joo / o 




BLAST score 


280 




E value 


6.0e-25 


TSBB.V 


Matcn lengtn 


lo4 




% identity 


A A 

44 




NCBI Description 


(ACUu/yoz) contains similarity to go , 


is 




protein from Homo sapiens . [Arabidops 




Seq. No. 


a r\ c o a o 


j»a: 
1st? 


beq* 1U 


1i1.d.j4 / / UUl rl M Oil 


M: 


Method 


T3T 7\ c rnv 

BLAb TX 




T C T 
1NL/.D1 bl 


y J / jjOOO 




BLAST score 


250 




E value 


3.0e-21 




Match length 


69 




% identity 


70 




NCBI Description 


(AC007932) Contains similarity to gb_ 



1-aminocyclopropane-l-carboxylate deaminase from 
Pseudomonas sp. ESTs gb_Z18033 and gb_Z34214 come from 
this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405344 

LIB3477-001-P1-K1-C2 

BLASTX 

g399015 

767 

7.0e-82 

154 

94 

ADP, ATP CARRIER PROTEIN PRECURSOR 
(ADENINE NUCLEOTIDE TRANSLOCATOR) 

>gi_218145_dbjJBAA02161_ (D12637) 
[Oryza sativa] 



(ADP/ATP TRANSLOCASE) 
(ANT) 

ATP /ADP translocator 



Seq. No. 
Seq. ID 



405345 

LIB3477-^001-P1-K1-C3 



52267 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI ' 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4835235 

227 

1.0e-18 

136 

44 

(AL049862) putative protein [Arabidopsis thaliana] 
405346 

LIB3477-001-P1-K1-C4 

BLASTX 

g2894534 

720 

2.0e-76 

143 

97 

(AJ224327) aquaporin [Oryza sativa] 
405347 

LIB3477-001-P1-K1-C7 

BLASTX 

g4584356 

222 

5.0e-18 

139 

37 

(AC006420) putative replication protein A [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405348 

LIB3477-001-P1-K1-C8 

BLASTX 

g5734639 

575 

2.0e-59 

113 

100 

(AP000391) ESTs AU056036 (S20239) , C72753 (E2173) , 
AU056035 (S20239) correspond to a region of the predicted 
gene.; Similar to putative cytochrome P-450 (AC003680) 

[Oryza sativa] 

405349 

LIB3477-001-P1-K1-D1 

BLASTX 

g4185140 

418 

5.0e-41 

88 

94 

(AC005724) putative small nuclear ribonucleoprotein E 
(snRNP-E) [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



405350 

LIB3477-001-P1-K1-D10 

BLASTX 

g68843 



52268 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308 

4.0e-28 

91 

68 

phospholipid transfer protein homolog - rice 
>gi_4139635_pdb_lRZL_ Rice Nonspecific Lipid Transfer 
Protein >gi_5107522_pdb_lBV2_ Lipid Transfer Protein From 
Rice Seeds, Nmr, 14 Structures 





Seq. No. 






Seq. ID 


L±bo4 / /— UU1 — r±— Dl± ~uL£ 




Method 


BLAhTX 




NCBI GI 


rrO 1 Pi ft 0 Q 

gz louuzy 




BLAST score 


ZoD 




E value 


2.0e-25 




Match length 


64 




% identity 


80 




NCBI Description 


(AF001270) cytosolic NADP-malic enzyme 


I™! 




esculent urn] 




Seq. No. 


405352 


m 


Seq. ID 


LIB3477-001-P1-K1-D2 




Method 


BLASTX 




NCBI GI 


g2947064 


yi 


BLAST score 


169 




E value 


8.0e-12 




Match length 


77 




% identity 


45 




NCBI Description 


(AC002521) unknown protein [Arabidops. 


T""i 


Seq. No. 


405353 




Seq. ID 


LIB3477-001-P1-K1-D4 




Method 


BLASTX 




NCBI GI 


g451193 


r "'if 


BLAST score 






E value 


6.0e-30 




Match length 


74 




% identity 


88 




NCBI Description 


(L28008) wali7 [Triticum aestivum] 






>gi_1090845_prf 2019486B wali7 gene 




Seq. No. 


405354 




Seq. ID 


LIB3477-001-P1-K1-D5 




Method 


BLASTX 




NCBI GI 


g5921934 




BLAST score 


276 




E value 


3.0e-26 




Match length 


98 




% identity 


64 



[Lycopersicon 



[Triticum aestivum] 



NCBI Description 



CYTOCHROME P450 CYP99A1 >gi_27 66450 
P450 CYP99A1 [Sorghum bicolor] 



(AF029857) cytochrome 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



405355 

LIB3477-001-P1-K1-D8 

BLASTX 

g3550982 

369 



52269 



E value 
Match length 
% identity 
NCBI Description 



2.0e-35 

97 

71 

(AB010690) mutM homologue-1 [Arabidopsis thaliana] 
>gi_5903053_gb_AAD55612.1_AC008016_22 (AC008016) Identical 
to gb_AB010690 mutM homologue-1 ( f ormamidopyrimidine-DNA 
glycosylase 1) from Arabidopsis thaliana. EST gb_Z18192 
comes from this gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405356 

LIB3477-001-P1-K1-E1 

BLASTX 

g544242 

493 

6.0e-50 

124 

77 

ENDOPLASMIN HOMOLOG PRECURSOR (GRP94 HOMOLOG) 

>gi_485498_pir S33533 heat shock protein 90 homolog 

precursor - barley >gi_22652_emb_CAA48143_ (X67960) GRP94 
homologue [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405357 

LIB3477-001-P1-K1-E10 

BLASTX 

g3122858 

553 

8.0e-57 

143 

78 

D- 3-PHOS PHOGLYCERATE DEHYDROGENASE PRECURSOR (PGDH) 
>gi_2189964_dbj_BAA20405_ (AB003280) Phosphoglycerate 
dehydrogenase [Arabidopsis thaliana] 

>gi_2804258_dbj_BAA24440_ (AB010407) phosphoglycerate 
dehydrogenase [Arabidopsis thaliana] 



Seq. No. 


405358 


Seq. ID 


LIB3477-001- 


Method 


BLASTX " 


NCBI GI 


g3228517 


BLAST score 


355 


E value 


1.0e-33 


Match length 


136 


% identity 


51 


NCBI Description 


(AF007788) : 


Seq. No. 


405359 


Seq. ID 


LIB3477-001 


Method 


BLASTX 


NCBI GI 


g4335749 


BLAST score 


307 


E value 


5.0e-28 


Match length 


83 


% identity 


67 


NCBI Description 


(AC006284) 


Seq. No. 


405360 



52270 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



9 



LIB3477-001-P1-K1-E7 

BLASTX 

g5257272 

373 

1.0e-35 

71 
100 

(AP000364) ESTs C96816 (C11212) , AU063547 (C62696) , 
AU075331 (C11212) correspond to a region of the predicted 
gene.; hypothetical protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405361 

LIB3477-001-P1-K1-F1 

BLASTX 

gl!70092 

338 

8.0e-32 

110 

60 

GLUTATHIONE S-TRANSFERASE IV (GST-IV) (GST-27) (GST CLASS 

PHI) >gi_1076807jpir S52037 glutathione transferase (EC 

2.5.1.18) 27K chain - maize >gi_529015 (U1267 9) glutathione 
S-transferase IV [Zea mays] >gi_695789_emb_CAA56047_ 
(X79515) glutathione transferase [Zea mays] 

>gi_l 09486 6_pr f 2 1 0 6 4 2 4 A glut athi one 

S-transferase :ISOTYPE=IV [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405362 

LIB3477-001-P1-K1-F11 

BLASTX 

g5915832 

356 

1.0e-33 

138 

51 

CYTOCHROME P450 76C2 >gi_2979549 (AC003680) putative 
7-ethoxycoumarin O-deethylase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405363 

LIB3477-001-P1-K1-F12 

BLASTX 

g3929545 

255 

7.0e-22 

58 

88 

(AF067194) S-adenosylmethionine decarboxylase [Oryza 
sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



405364 

LIB3477-001-P1-K1-F3 

BLASTX 

g4960156 

265 

4.0e-23 

104 

55 



52271 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AF153284) putative progesterone-binding protein homolog 
[Arabidopsis thaliana] 

405365 

LIB3477-001-P1-K1-F5 

BLASTX 

g3885888 

270 

1.0e-23 

99 

61 

(AF093632) high mobility group protein [Oryza sativa] 
405366 

LIB3477-001-P1-K1-F6 

BLASTX 

gl26201 

296 

1.0e-40 

119 

76 

3 - 1 SO PROP YLMALAT E DEHYDROGENASE PRECURSOR (BETA-IPM 

DEHYDROGENASE) (IMDH) (3-IPM-DH) >gi_81676_pir S20510 

3-isopropylmalate dehydrogenase (EC 1.1.1.85) precursor ■ 
rape >gi_17827_emb_CAA42596__ (X59970) 3-isopropylmalate 
dehydrogenase [Brassica napus] 



Seq. No. 


405367 


Seq. ID 


LIB3477-001-P1-K1-F7 


Method 


BLASTX 


NCBI GI 


g4678263 


BLAST score 


303 


E value 


1.0e-27 


Match length 


141 


% identity 


46 


NCBI Description 


(AL049657) brefeldin A-sensitive Golgi protein-lik 




[Arabidopsis thaliana] 


Seq. No. 


405368 


Seq. ID 


LIB3477-001-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


g3935141 


BLAST score 


363 


E value 


1.0e-34 


Match length 


139 


% identity 


47 


NCBI Description 


(AC005106) T25N20.5 [Arabidopsis thaliana] 


Seq. No. 


405369 


Seq, ID 


LIB3477-001-P1-K1-F9 


Method 


BLASTX 


NCBI GI 


g5262775 


BLAST score 


414 


E value 


2.0e-40 


Match length 


119 


% identity 


67 


NCBI Description 


(AL080282) putative protein [Arabidopsis thaliana] 



52272 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405370 

LIB3477-001-P1-K1-G1 

BLASTX 

g3885334 

214 

5.0e-17 

87 

54 

(AC005623) putative argonaute protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405371 

LIB3477-001-P1-K1-G11 

BLASTX 

g3176664 

250 

3.0e-21 

71 
65 

(AC004393) Contains similarity to beta scruin gb_Z47541 
from Limulus polyphenols. ESTs gb_T04493 and gb_AA585955 
come from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405372 

LIB3477-001-P1-K1-G12 

BLASTX 

gl708236 

184 

5.0e-14 

70 
56 

HYDROXYMETHYLGLUTARYL-COA SYNTHASE (HMG-COA SYNTHASE) 
(3-HYDROXY-3-METHYLGLUTARYL COENZYME A SYNTHASE) 

>gi_2129617_pir JC4567 hydroxymethylglutaryl-CoA synthase 

(EC 4.1.3.5) - Arabidopsis thaliana 
>gi_1143390_emb_CAA58763__ (X83882) 

hydroxymethylglutaryl-CoA synthase [Arabidopsis thaliana] 

>gi__158 6548_prf 2204245A hydroxy methylglutaryl CoA 

synthase [Arabidopsis thaliana] 

405373 

LIB3477-001-P1-K1-G2 

BLASTX 

g2384758 

486 

4.0e-49 

94 

98 

(AF0168 96) GDP dissociation inhibitor protein OsGDIl [Oryza 
sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



405374 

LIB3477-001-P1-K1-G4 

BLASTX 

g4567247 

338 



52273 



E value 1.0e-31 

Match length 110 

% identity 61 

NCBI Description (AC007070) unknown protein [Arabidopsis thaliana] 



Seq. No. 


4UOO / 0 


Seq. ID 


t TTfO a t~? n A i ni iyT til Pi 

LIBJ47 /-UU1™P1-KI-H1U 


Method 


BLASTX 


NCBI GI 


gi4zi / OU 


BLAST score 


'"ill 

211 


E value 


8 . Oe-17 


Match length 


*7 £ 


% identity 




NCBI Description 


\U £ t3Uo£.) KrZ [^ca Itiaysj 


Seq. No, 


405376 


Seq. ID 


LIB3477-001-P1-K1-H11 


Method 


BLASTX 


NCBI GI 


g2826786 


BLAST score 


306 


E value 


7.0e-28 


Match length 


71 


% identity 


79 


NCBI Description 


(Y10905) RAPB protein [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405377 ' 

LIB3477-001-P1-K1-H12 

BLASTN 

gl!09671 

69 

1.0e-30 

85 
96 

Oryza sativa Ca2+ sensitive 3 f (2 1 ) , 5-diphosphonucleoside 
3' (2') phosphohydrolase mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405378 

LIB3477-001-P1-K1-H2 

BLASTX 

g6094002 

440 

1.0e-43 

92 

96 

60S RIBOSOMAL PROTEIN L12 >gi_2677830 
protein L12 [Prunus armeniaca] 



(U93168) ribosomal 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405379 

LIB3477-001-P1-K1-H3 

BLASTN 

g451192 

64 

2.0e-27 

92 

92 

Triticum aestivum (wali7) 



mRNA, 3' end, partial cds 



52274 



Seq. No. 


4UjjoU 


beq. lL) 


TTR^d77-n01-P1 -K1 -ft 4 

J_i±JDOri / / UU-L XTX I\X 111 


Metnod 


J3J_i/iQ 1 A 


NCBI GI 


g3294467 


BLAST score 


778 


E value 




Match length 


TCI 

151 


% identity 


A ""7 

97 


NCBI Description 


/ ft Q G "3 yl "1 \ nVinonh/'irfl npnmni"aQO 

^Uo-7«5^t-Ly uiiubpiiyyiuouiuuLaoc 


Seq. No. 


4 Uooo 1 


Seq. ID 


J_ilt5-34t / / UUi rl JM no 


Method 


BLASTX 




y iz.o joo 


BLAST score 


180 


E value 


2.0e~13 


Match length 


53 


% identity 


64 


NCBI Description 


NONSPECIFIC LIPID-TRANSFER 



1 [Zea mays] 



>TEIN PRECURSOR (LTP) 
(PHOSPHOLIPID TRANSFER PROTEIN) (PLTP) 

>gi_82711_pir A31779 phospholipid transfer protein 9C2 

precursor - maize >gi_168576 (J04176) phospholipid transfer 
protein precursor [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405382 

LIB3477-001-P1-K1-H8 

BLASTX 

g283008 

548 

2.0e-56 

126 

87 

sucrose synthase (EC 2.4.1.13) - 
>gi_20366_emb_CAA46017_ (X64770) 
sativa] 



rice 

sucrose synthase [Oryza 



Seq. No. 


405383 


Seq. ID 


LIB3477-001-P1-K1-H9 


Method 


BLASTX 


NCBI GI 


g2827524 


BLAST score 


251 


E value 


2.0e-21 


Match length 


55 


% identity 


76 


NCBI Description 


(AL021633) predicted protein 


Seq. No. 


405384 


Seq. ID 


LIB3477-002-P1-K1-A1 


Method 


BLASTN 


NCBI GI 


g5650779 


BLAST score 


40 


E value 


1.0e-13 


Match length 


40 


% identity 


100 


NCBI Description 


Gallus gallus RGS protein RGS 


Seq. No. 


405385 



52275 




Seq. ID LIB3477-002-P1-K1-A10 

Method BLASTX 

NCBI GI g4587611 

BLAST score 481 

E value 2.0e-48 

Match length 105 

% identity 87 

NCBI Description (AC006951) putative 40S ribosomal protein S17 [Arabidopsis 
thaliana] 

Seq. No. 405386 

Seq. ID LIB3477-002-P1-K1-A11 

Method BLASTX 

NCBI GI gl321661 

BLAST score 645 

E value 1.0e-67 

Match length 127 

% identity 98 

NCBI Description (D45423) ascorbate peroxidase [Oryza sativa] 

Seq. No. 405387 

Seq. ID LIB3477-002-P1-K1-A4 

Method BLASTX 

NCBI GI g2160322 

BLAST score 635 

E value 1.0e-66 

Match length 122 

% identity 98 

NCBI Description (D16139) cytokinin binding protein CBP57 [Nicotiana 
sylvestris] 



Seq. No. 405388 

Seq. ID LIB3477-002-P1-K1-A5 

Method BLASTX 

NCBI GI gll70606 

BLAST score 221 

E value 6.0e-18 

Match length 64 

% identity 69 

NCBI Description ADENYLATE KINASE, CHLOROPLAST (ATP -AMP TRANS PHOSPHORYLASE) 

>gi_629863j?ir S45634 adenylate kinase (EC 2.7.4.3) , 

chloroplast - maize >gi_3114421__pdb_lZAK_A Chain A, ^ 
Adenylate Kinase From Maize In Complex With The Inhibitor 
PI, P5-Bis (Adenosine-5 1 -) pentaphosphate (Ap5a) 
>gi_3114422_pdb_lZAK_B Chain B, Adenylate Kinase From Maize 
In Complex With The Inhibitor 
Pl,P5-Bis (Adenosine-5 f -) pentaphosphate (Ap5a) 

Seq. No. 405389 

Seq. ID LIB3477-002-P1-K1-A7 

Method BLASTX 

NCBI GI gl351014 

BLAST score 570 

E value 8.0e-59 

Match length 122 

% identity 91 

NCBI Description 40S RIBOSOMAL PROTEIN S8 >gi_968 902_dbj_B&A07207_ (D38010) 



52276 



ribosomal protein S8 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq.' No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



405390 

LIB3477-002-P1-K1-A8 

BLASTX 

g2959370 

209 

2.0e-16 

100 
39 

(AL022117) hypothetical protein [Schizosaccharomyces pombe] 
405391 

LIB3477-002-P1-K1-B11 

BLASTX 

g730526 

342 

3.0e-32 

89 

72 

60S RIBOSOMAL PROTEIN L13 (BBC1 PROTEIN HOMOLOG) 

>gi 480787_pir S37271 ribosomal protein L13 - Arabidopsis 

thaliana >gi_404166_emb_CAA53005_ (X75162) BBC1 protein 
[Arabidopsis thaliana] 

405392 

LIB3477-002-P1-K1-B2 

BLASTX 

g82733 

426 

6.0e-42 

112 

80 

ubiquitin fusion protein UBF9 - maize >gi_168651 (M68937) 
ubiquitin fusion protein [Zea mays] >gi_902527 (U29161) 
ubiquitin fusion protein [Zea mays] 

>gi_1589388_prf 2211240B ubiquitin fusion protein [Zea 

mays] 

405393 

LIB3477-002-P1-K1-B3 

BLASTX 

g4584541 

319 

2.0e-29 

80 

75 

(AL049608) 3 -hydroxyisobutyryl- coenzyme A hydrolase-like 
protein [Arabidopsis thaliana] 

405394 

LIB3477-002-P1-K1-B5 

BLASTX 

gl710780 

319 

2.0e-29 

-76 



52277 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



it 

79 

40S RIBOSOMAL PROTEIN S9 (S7) >gi_1321917__emb_CAA65433_ 
(X96613) cytoplasmic ribosomal protein S7 [Podospora 
anserina] 



405395 

LIB3477-002-P1-K1-B7 

BLASTX 

gl854637 

416 

9.0e-41 

93 

90 

(U50333) gibberellin C- 



20 oxidase [Oryza sativa] 



405396 

LIB3477-002-P1-K1-B9 

BLASTN 

g4097337 

291 

1.0e-163 

360 

99 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



405397 

LIB3477-002-P1-K1-C1 

BLASTX 

g232031 

433 

9.0e-43 

150 

61 

ELONGATION FACTOR l-BETA' (EF-1-BETA 1 ) 

>gi_322851_jpir S29224 translation elongation factor eEF-1 

beta 1 chain - rice >gi_218161_dbj_BAA02253_ (D12821) 
elongation factor 1 beta' [Oryza sativa] 

405398 

LIB3477-002-P1-K1-C10 

BLASTX 

g585662 

475 

1.0e-47 

92 

100 

PEROXIDASE PRECURSOR >gi_303851_db j_BAA03911_ (D16442) 
peroxidase [Oryza sativa] 

405399 

LIB3477-002-P1-K1-C11 

BLASTX 

g5081612 

394 

2.0e-38 
89 



52278 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



81 

(AF136152) PUR alpha-1 [Arabidopsis thaliana] 
405400 

LIB3477-002-P1-K1-C12 

BLASTX 

gl374991 

223 

3.0e-18 

99 

42 

(D83177) furostanol glycoside 26-O-beta-glucosidase (F26G) 
[Costus speciosus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405401 

LIB3477-002-P1-K1-C3 

BLASTX 

g400986 

223 

4.0e-18 

59 
73 

SOS RIBOSOMAL PROTEIN L15, CHLOROPLAST PRECURSOR (CL15) 

>gi_81947_pir S18001 ribosomal protein L15 precursor, 

chloroplast - garden pea (fragment) >gi_20867_emb_CAA77595_ 
(Z11510) Plastid ribosomal protein CL15 [Pisum sativum] 

405402 

LIB3477-002-P1-K1-C4 

BLASTX 

g3122572 

515 

2.0e-52 

147 

67 

NADH- UBIQUINONE OXIDOREDUCTASE 75 KD SUBUNIT PRECURSOR 
(COMPLEX I-75KD) (CI-75KD) (76 KD MITOCHONDRIAL COMPLEX I 

SUBUNIT) >gi_1084434_pir S52737 NADH dehydrogenase 

(ubiquinone) (EC 1.6.5.3) 76K chain precursor - potato 
>giJ758340_emb_CAA59818_ (X85808) 76 kDa mitochondrial 
complex I subunit [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



405403 

LIB3477-002-P1-K1-C5 

BLASTX 

g4926827 

270 

1.0e-23 

92 

62 

(AC004135) T17H7.12 [Arabidopsis thaliana] 
405404 

LIB3477-002-P1-K1-C7 

BLASTX 

g4886522 

290 ' 



52279 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-26 

129 

50 

(AL050291) 



hypothetical protein [Homo sapiens] 



405405 

LIB3477-002-P1-K1-C9 

BLASTX 

g4049341 

305 

8.0e-28 

96 

61 

(AL034567) putative protein [Arabidopsis thaliana] 
405406 

LIB3477-002-P1-K1-D1 

BLASTN 

gl215811 

160 

9.0e-85 

283 

90 

Rice mRNA for probenazole-inducible protein PBZ1, complete 
cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



405407 

LIB3477-002-P1-K1-D10 

BLASTN 

g2924730 



BLAST score 


39 


E value 


2.0e-12 


Match length 


99 


% identity 


85 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome \ 




MPI7, complete sequence 


Seq. No. 


405408 


Seq. ID 


LIB3477-002-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


g4490707 


BLAST score 


488 


E value 


3.0e-49 


Match length 


142 


% identity 


60 


NCBI Description 


(AL035680) putative protein [Arabidopsis thai: 


Seq. No. 


405409 


Seq. ID 


LIB3477-002-P1-K1-D12 


Method 


BLASTX 


NCBI GI 


gll3172 


BLAST score 


453 


E value 


4.0e-45 


Match length 


105 


% identity 


86 


NCBI Description 


ACYL CARRIER PROTEIN III PRECURSOR (ACP III) 




>gi_100561_pir S17928 acyl carrier protein 3 



5, PI clone: 



- barley 



52280 



>gi_166971 (M58754) acyl carrier protein III [Hordeum 
vulgar e] 



Seq. No. 


405410 


Seq. ID 


LIB3477-002-P1-K1-D2 


Method 


dt ZiQTY 
DJoriO 1 A 


XT /-IT") T" OX 

NCBI GI 


gi j_y DOjj 


BLAST score 


OZO 


E value 


z . ue DO 


Match length 


lit) 


% identity 


Q Q 


inL/DX uescripcioii 


\ li t \j ^ f i ] \J oiuw L>-Lii j_ w J- _y tj ci o a -i- v <-*. j 


Seq. No. 


4 U D4 11 


Seq. ID 


LIB3477-002-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


g4ooyoo u 


BLAbl score 


0Z4 


E value 


z . ue - oj 


Match length 


14 j 


% identity 


OO 


NCBI Description 


^iiL.UU00ZDJ pUtallVc dUAJ-U I. jJOllo . 




f Ar^hi Hnn«;i ^ "fhrilianal 

j_ ir\X. cii~J _L "wiwj^J 0 _l 0 10.-1 — Laiiu j 


Seq. No. 


405412 


Seq. ID 


LIB3477-002-P1-K1-D6 


Method 


BLASTX 


NCBI GI 


gl420871 


BLAST score 


593 


E value 


2.0e-61 


Match length 


145 



GH3 protein 



% identity 

NCBI Description 



75 

(X98890) inorganic phosphate transporter 1 
tuberosum] 



[Solanum 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405413 

LIB3477-002-P1-K1-D7 

BLASTX 

g2501578 

456 

2.0e-45 

102 

90 

ETHYLENE-INDUCIBLE PROTEIN HEVER >gi_212 9913_pir S60047 

ethylene-responsive protein 1 - Para rubber tree 
>gi_1209317 (M88254) ethylene-inducible protein [Hevea 
brasiliensis] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405414 

LIB3477-002-P1-K1-D9 

BLASTN 

gl69818 

40 

5.0e-13 

48 

96 

Rice 25S ribosomal RNA gene 



52281 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405415 

LIB3477-002-P1-K1-E1 

BLASTX 

g6017104 

165 

2.0e-ll 

122 

40 

(AC009895) putative hypersensitivity-related gene 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405416 

LIB3477-002-P1-K1-E10 

BLASTX 

g3775993 

680 

1.0e-71 

152 
88 

(AJ010460) RNA helicase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405417 

LIB3477-002-P1-K1-E11 

BLASTX 

g586038 

273 

6.0e-24 

70 

76 

SIGNAL RECOGNITION PARTICLE 54 KD PROTEIN, CHLOROPLAST 
PRECURSOR (SRP54) (54 CHLOROPLAST PROTEIN) (54CP) (FFC) 

>gi_480296jpir S36637 signal recognition particle 54CP 

protein precursor - Arabidopsis thaliana 
>gi_396701_emb_CAA7 9981.1__ (Z21970) 54CP [Arabidopsis 
thaliana] 



Seq. No. 


405418 


Seq. ID 


LIB3477-002-P1-K1-E12 


Method 


BLASTX 


NCBI GI 


g3451067 


BLAST score 


183 


E value 


2.0e-13 


Match length 


79 


% identity 


53 


NCBI Description 


(AL031326) putative protein [Arabi* 


Seq. No. 


405419 


Seq. ID 


LIB3477-002-P1-K1-E2 


Method 


BLASTX 


NCBI GI 


g2245017 


BLAST score 


253 


E value 


1.0e-21 


Match length 


133 


% identity 


41 


NCBI Description 


(Z97341) membrane protein homolog 



52282 





Seq. No. 


A d c: a o pi 
4Uo4ZU 




beq. xu 


T TR^ All — 009 — P1 -Kl — 




Method 


rsliAb 1 A 




NCBI GI 


g3128169 




BLAST score 


156 




E value 


o . ue-iu 




Match length 


oZ 




% identity 


4U 




NCBI Description 


^riUU U 4 OZ X J nypOuliet. iUciJ. piULclll Lri.1. di^xu.^j-'o . 




Seq. No. 


4 Ub4Zi 




beq. iu 


T TR^A77- 009 — Pi —VI —PR 




Method 


r>T 7\ O T<V 

BiiAb I A 




NCBI GI 


'"V J"i *"1 1 

g232031 




BLAST score 


399 




E value 


9. Oe-39 




Match length 


87 




% identity 


93 




NCBI Description 


IlXjUNCjAI 1UN rALlUK — X n2*l±\ } 




>gi ozzojI pxr bzyzz4 rransxauxon eiongdt. 






oeta cnain — rice ^gi zioioi <xdj rs.HiiUzzD.j_ 


y > : 




exonganxon iactor x Deta, [uiy^a oaLivaj 




Seq. No. 


405422 


£ 


Seq. ID 


L1do4 / / — UUZ — FX*"J\X— £jD 


fess 


Method 


BLASTN 




NCBI GI 


g6015437 




BLAST score 


35 




E value 


6 . Oe-10 


is 


Match length 


35 




% identity 


100 


M 


NCBI Description 


Homo sapiens PEX1 mRNA, complete cds 


0 


Seq. No. 


405423 




Seq. ID 


L1BJ4 / /-UUZ — rl-J\X— Hj / 




Method 


t->t 7\ C r*P\7 

BLASTX 




NCBI GI 


gz8z715(J 




BLAST score 


598 




E value 


4.0e-62 




Match length 


loo 




% identity 


80 




NCBI Description 


(AF029895) acetyl-coenzyme A carboxylase [ 






aestivum] 




Seq. No. 


J A r A O A 

405424 




oeq. iu 


T TP"3/177 — 009 — Pi — Tfl — TTft 
LiXDOft / / UUi IrX J\X £jO 




Method 


BLASTX 




NCBI GI 


g3023816 




BLAST score 


611 




E value 


1.0e-63 




Match length 


133 



% identity 

NCBI Description 



89 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 
>gi_968996 (U3167 6) glyceraldehyde-3-phosphate 
dehydrogenase [Oryza sativa] 



Seq. No. 



405425 



52283 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3477-002-P1-K1-F1 

BLASTX 

g2499488 

615 

4.0e-64 
151 

77 

PYROPHOSPHATE— FRUCTOSE 6-PHOSPHATE 1- PHOSPHOTRANSFERASE 
ALPHA SUBUNIT (PFP) ( 6-PHOSPHOFRUCTOKINASE (PYROPHOSPHATE)) 

( PYROPHOSPHATE-DEPENDENT 6-PH0SPH0FRUCT0SE-1-KINASE ) 

(PPI-PFK) >gi_483547_emb_CAA83682_ (Z32849) 
pyrophosphate-dependent phosphof ructokinase alpha subunit 

[Ricinus communis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405426 

LIB3477-002-P1-K1-F11 

BLASTX 

g549063 

490 

2.0e-49 
111 
8 8 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP)* 

>gi_1072464_pir A38958 IgE-dependent histamine-releasing 

factor homolog - rice >gi_303835_dbj_BAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405427 

LIB3477-002-P1-K1-F12 

BLASTX 

gl084457 

445 

3.0e-44 

86 
100 

elongation factor 1-beta - 
(D23674) elongation factor 



Rice >gi_432368_dbj_BAA04 903_ 
1 beta [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405428 

LIB3477-002-P1-K1-F2 

BLASTX 

g3450889 

319 

2.0e-29 

154 

47 

(AF083890) 19S proteosome subunit 9 [Arabidopsis thaliana] 
405429 

LIB3477-002-P1-K1-F4 

BLASTX 

gl899188 

518 

1.0e-52 

135 
66 

(U90212) DNA binding protein ACBF [Nicotiana tabacum] 



52284 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405430 

LIB3477-002-P1-K1-F5 

BLASTX 

g3377762 

308 

4.0e-28 

124 

62 

(AF079850) nodule-enhanced malate dehydrogenase [Pisum 
sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405431 

LIB3477-002-P1-K1-F6 

BLASTX 

g5091608 

508 

2.0e-51 

103 

96 

(AC007858) Identical to gb_D50317 ADP glucose 
pyrophosphorylase large subunit from Oryza sativa. 
dbj_D22125 and dbj_D15718 come from 



ESTs 



405432 

LIB3477-002-P1-K1-F7 

BLASTX 

g5524157 

234 

2.0e-19 

145 

38 

(AF124816) cytochrome p450 isoform PM17 [Mentha x piperita] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405433 

LIB3477-002-P1-K1-F9 

BLASTX 

g2493131 

571 

6.0e-59 

117 

97 

VACUOLAR ATP SYNTHASE SUBUNIT B ISOFORM 1 (V-ATPASE B 
SUBUNIT) >gi_167108 (L11862) vacuolar ATPase B subunit 
[Hordeum vulgar e] 

405434 

LIB3477-002-P1-K1-G1 

BLASTX 

g2129579 

414 

2.0e-40 

102 

75 

Dwarfl protein - Arabidopsis thaliana >gi_516043 (U12400) 
Dwarfl [Arabidopsis thaliana] 



52285 



Seq. No* 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405435 

LIB3477-002-P1-K1-G10 

BLASTN 

g5734616 

346 

0.0e+00 

396 

99 

Oryza sativa genomic DNA, chromosome 6, clone : P0538C01 
405436 

LIB3477-002-P1-K1-G11 

BLASTX 

g2492530 

195 

3.0e-16 

95 

59 

CHLOROPLAST AMI NO PEPTIDASE 2 PRECURSOR {LEUCINE 
AMINOPEPTIDASE) (LAP) (LEUCYL AMINO PEPTIDASE) (PROLINE 
AMINOPEPTIDASE) (PROLYL AMINOPEPTIDASE) >gi_924630 (U20594] 
leucine aminopeptidase [Solanum lycopersicum] 

405437 

LIB3477-002-P1-K1-G4 

BLASTX 

gl928991 

570 

8.0e-59 

153 

78 

(U92815) heat shock protein 70 precursor [Citrullus 
lanatus] 

405438 

LIB3477-002-P1-K1-G5 

BLASTX 

gll70937 

246 

8.0e-40 

98 

90 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 
>gi_45054 9_emb_CAA81481_ (Z26867) S-adenosyl methionine 
synthetase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405439 

LIB3477-002-P1-K1-G6 

BLASTX 

g2739279 

272 

6.0e-24 

93 

56 

(AJ223177) short chain alcohol dehydrogenase [Nicotiana 
tabacum] >gi_2791348_emb_CAA11154_ (AJ223178) short chain 



52286 



alcohol dehydrogenase [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405440 

LIB3477-002-P1-K1-G8 

BLASTX 

g3426037 

357 

5.0e-34 

95 

67 

{AC005168) putative ABC transporter protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405441 

LIB3477-002-P1-K1-H1 

BLASTX 

g5921934 

266 

2.0e-30 

107 

61 

CYTOCHROME P450 CYP99A1 >gi_2766450 (AF029857) cytochrome 
P450 CYP99A1 [Sorghum bicolor] 





Seq. No. 


A f\ C A A ""l 

405442 




Seq. ID 


LIB3477-002-P1-K1-H11 




Method 


BLASTX 


"~ 


NCBI GI 


g3608127 




BLAST score 


305 




E value 


3.0e-28 




Match length 


75 




% identity 


68 




NCBI Description 


(AC005314) unknown protein [Arabidopsis thaliana] 




Seq. No. 


405443 




Seq. ID 


LIB3477-002-P1-K1-H12 




Method 


BLASTX 




NCBI GI 


g3282674 




BLAST score 


185 




E value 


1.0e-13 




Match length 


92 




% identity 


36 




NCBI Description 


(AF036684) CCAAT-box binding factor HAP3 homolog 






[Arabidopsis thaliana] 




Seq. No. 


405444 




Seq. ID 


LIB3477-002-P1-K1-H2 




Method 


BLASTX 




NCBI GI 


g3047125 




BLAST score 


203 




E value 


8.0e-16 




Match length 


74 




% identity 


47 




NCBI Description 


(AF058 919) No definition line found [Arabidopsis 




Seq. No. 


405445 




Seq. ID 


LIB3477-002-P1-K1-H3 



52287 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% . .identity 

NCBI -Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3063701 

472 

2.0e-47 

134 

68 

(AL022537) 



putative protein [Arabidopsis thaliana] 



405446 

LIB3477-002-P1-K1-H4 

BLASTX 

g4929727 

262 

1.0e-22 

74 

65 

(AF151887) CGI-129 protein [Homo sapiens] 
405447 

LIB3477-002-P1-K1-H5 

BLASTX 

g3695023 

210 

1.0e-16 

117 

35 

(AF055850) unknown [Arabidopsis thaliana] 
405448 

LIB3477-002-P1-K1-H6 

BLASTN 

g4996645 

47 

1.0e-17 
111 

86 

Oryza sativa mRNA for Dof zinc finger protein, complete cds 
405449 

LIB3477-002-P1-K1-H7 

BLASTX 

g602292 

402 

2.0e-39 

104 

76 

(U17987) RCH2 protein [Brassica napus] 
405450 

LIB3477-002-P1-K1-H9 

BLASTX 

g2801536 

502 

7.0e-51 

138 

67 

(AF039531) lysophospholipase homolog [Oryza sativa] 



52288 



IP 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405451 

LIB3477-003-P1-K1-A10 

BLASTX 

g5733874 

318 

2.0e-29 

108 

56 

(AC007932) F11A17.8 [Arabidopsis thaliana] 
405452 

LIB3477-003-P1-K1-A11 

BLASTX 

g5733874 

313 

1.0e-28 

122 

48 

(AC007932) F11A17.8 [Arabidopsis thaliana] 



405453 

LIB3477-003-P1-K1-A12 

BLASTX 

g2773154 

242 

2.0e-20 

119 

44 

(AF039573) abscisic acid- 
[Oryza sativa] 



and stress-inducible protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



405454 

LIB3477-003-P1-K1-A2 

BLASTX 

gl814403 

159 

5.0e-ll 

62 

63 

(U84889) methionine synthase [Mesembryanthemum 
crystallinum] 

405455 

LIB3477-003-P1-K1-A3 

BLASTX 

g2130069 

615 

3.0e-64 

115 

100 

catalase (EC 1.11.1.6) catA - rice 

>gi 1261858 dbj BAA06232_ (D29966) catalase [Oryza sativa] 



405456 

LIB3477- 

BLASTX 



•003-P1-K1-A6 



52289 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g!616614 
325 

2.0e-30 

64 

98 

(Y08425) small GTP-binding protein [Nicotiana 
plumbaginif olia] 

405457 

LIB3477-003-P1-K1-A7 

BLASTX 

g464734 

309 

7.0e-29 

60 

98 

ADENOSYLHOMOCYSTEINASE (S-ADENOSYL-L-HOMOCYSTEINE 
HYDROLASE) (ADOHCYASE) >gi_481237_pir_S38379 
adenosylhomocysteinase (EC 3.3.1.1) - Madagascar periwinkle 
>gi_407412_emb_CAA81527_ (Z26881) S-adenosyl-L-homocysteine 
hydrolase [Catharanthus roseus] 

405458 

LIB3477-003-P1-K1-A8 

BLASTX 

g2117937 

370 

7.0e-36 

75 

97 

UTP — glucose-l-phosphate uridylyltransf erase (EC 2.7.7.9) - 
barley >gi_1212996_emb_CAA62689_ (X91347) UDP-glucose 
pyrophosphorylase [Hordeum vulgar e] 



Seq. No. 


405459 


Seq. ID 


LIB3477-003-P1-K1-B1 


Method 


BLASTN 


NCBI GI 


g2429287 


BLAST score 


51 


E value 


2.0e-19 


Match length 


58 


% identity 


97 


NCBI Description 


Oryza sativa peroxidase i 


Seq. No. 


405460 


Seq. ID 


LIB3477-003-P1-K1-B10 


Method 


BLASTX 


NCBI GI 


g3885888 


BLAST score 


462 


E value 


4.0e-46 


Match length 


122 


% identity 


77 


NCBI Description 


(AF093632) high mobility 


Seq. No. 


405461 


Seq. ID 


LIB3477-003-P1-K1-B11 


Method 


BLASTX 



POX8.1) mRNA, complete cds 



52290 



# 

NCBI GI g731528 
BLAST score 277 
E value 2.0e-24 
Match length 147 
% identity 40 
NCBI Description HYPOTHETICAL 38.2 KD PROTEIN IN BEM2-NCB1 INTERGENIC REGION 

>gi_1077718_pir S50659 hypothetical protein YER156c - 

yeast (Saccharomyces cerevisiae) >gi_603396 (U18917) 
Yerl56cp [Saccharomyces cerevisiae] 

405462 

LIB3477-003-P1-K1-B12 
BLASTX 
g3874563 
176 

5.0e-14 

154 
38 

(Z81042) similar to Yeast hypothetical protein YEY6 like; 
cDNA EST yk206h5.3 comes from this gene; cDNA EST yk206h5.5 
comes from this gene; cDNA EST yk303hl.3 comes from this 
gene; cDNA EST yk303hl.5 comes from this gene; cDN. . . 
>gi__3924825_emb_CAB0554 9.1_ (Z83113) similar to Yeast 
hypothetical protein YEY6 like; cDNA EST yk206h5.3 comes 
from this gene; cDNA EST yk206h5.5 comes from this gene; 
cDNA EST yk303hl.3 comes from this gene; cDNA EST yk303hl.5 
comes from this gene; cDN 



Seq. No. 


405463 


Seq. ID 


LIB3477-003-P1-K1-B2 


Method 


BLASTX 


NCBI GI 


g5257292 


BLAST score 


295 


E value 


2.0e-26 


Match length 


82 


% identity 


76 


NCBI Description 


(AF124740) unknown [Zea mays] 


Seq. No. 


405464 


Seq. ID 


LIB3477-003-P1-K1-B3 


Method 


BLASTX 


NCBI GI 


g3970733 


BLAST score 


258 


E value 


4.0e-22 


Match length 


144 


% identity 


47 


NCBI Description 


(AJ006481) SBT4C protein [Lycopersicon esculentum] 


Seq. No. 


405465 


Seq. ID 


LIB3477-003-P1-K1-B9 


Method 


BLASTX 


NCBI GI 


g2407281 


BLAST score 


335 


E value 


1.0e-31 


Match length 


92 


% identity 


73 


NCBI Description 


(AF017363) ribulose 1, 5-bisphosphate carboxylase sma! 




Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



subunit [Oryza sativa] 
405466 

LIB3477-003-P1-K1-C1 

BLASTX 

g!215812 

800 

1.0e-85 

156 
100 

(D38170) probenazole-inducible protein PBZ1 [Oryza sativa] 
>gi 2780343_dbj_BAA24277_ (D82066) PBZ1 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score . . 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405467 

LIB3477-003-P1-K1-C11 

BLASTX 

g445612 

406 

1.0e-39 

102 

76 

ribosomal protein S19 [Solanum tuberosum] 
405468 

LIB3477-003-P1-K1-C4 

BLASTX 

g!408222 

457 

1.0e-45 

120 

76 

(U60764) pathogenesis-related protein [Sorghum bicolor] 
405469 

LIB3477-003-P1-K1-C5 

BLASTX 

gl076809 

494 

1.0e-55 

123 
84 

H+-transporting ATPase (EC 3,6.1.35) - maize 
>gi_758355_emb_CAA59800_ (X85805) H {+) -transporting ATPase 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405470 

LIB3477-003-P1-K1-C6 

BLASTX 

gll73137 

243 

4.0e-23 

78 

69 

DNA- DIRECTED RNA POLYMERASE II 19 KD POLYPEPTIDE (RNA 

POLYMERASE II SUBUNIT 5) >gi_322700_pir B44457 RNA 

polymerase II fifth largest subunit - Glycine max=soybeans 
>gi_170052 (M90504) RNA polymerase II [Glycine max] 



52292 



Seq. No. 405471 

Seq. ID LIB3477-003-P1-K1-C7 

Method BLASTX 

NCBI GI g3914365 

BLAST score 428 

E value 4.0e-42 

Match length 119 

% identity 68 

NCBI Description PHOSPHOLIPASE D 2 PRECURSOR (PLD 2) (CHOLINE PHOSPHATASE 2) 
{PHOSPHATIDYLCHOLINE-HYDROLYZING PHOSPHOLIPASE D 2) 
>gi_1902901_dbj__BAA19466_ (AB001919) phospholipase D [Oryza 
sativa] 

Seq, No. 405472 

Seq. ID LIB3477-003-P1-K1-D10 

Method BLASTX 

NCBI GI g3643594 

BLAST score 401 

E value 5.0e-39 

Match length 93 

% identity 80 

NCBI Description (AC005395) unknown protein [Arabidopsis thaliana] 

Seq, No. 405473 

Seq. ID LIB3477-003-P1-K1-D11 

Method BLASTX 

NCBI GI gll70242 

BLAST score 270 

E value 9.0e-24 

Match length 102 

% identity 67 

NCBI Description FERROCHELATASE PRECURSOR (PROTOHEME FERRO- LYASE) (HEME 
SYNTHETASE) >gi_474966_dbj_BAA05101__ (D26105) 
ferrochelatase [Hordeum vulgare] 

Seq. No. 405474 

Seq. ID LIB3477-003-P1-K1-D4 

Method BLASTX 

NCBI GI g3062907 

BLAST score 608 

E value 5.0e-67 

Match length 135 

% identity 97 , 
NCBI Description (AB012107) myo-inositol phosphate synthase [Oryza sativa] 

Seq. No. 405475 

Seq. ID LIB3477-003-P1-K1-D5 

Method BLASTX 

NCBI GI g4115337 

BLAST score 569 

E value 8.0e-59 

Match length 113 

% identity 17 

NCBI Description (L81141) ubiquitin [Pisum sativum] 
Seq. No. 405476 



52293 



HP 



Seq. ID LIB3477-003-P1-K1-D6 

Method BLASTX 

NCBI GI g3831458 

BLAST score 341 

E value 4.0e-32 

Match length 118 

% identity 57 

NCBI Description (AC005700) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 405477 

Seq. ID LIB3477-003-P1-K1-D7 

Method BLASTX 

NCBI GI g5733886 

BLAST score 213 

E value 6.0e-17 

Match length 45 

% identity 91 

NCBI Description (AC007932) F11A17.20 [Arabidopsis thaliana] 
405478 

LIB3477-003-P1-K1-D8 
BLASTX 
g4185140 
401 

6.0e-39 
85 
92 

(AC005724) putative small nuclear ribonucleoprotein E 
(snRNP-E) [Arabidopsis thaliana] 

405479 

LIB3477-003-P1-K1-E1 
BLASTX 
gll3178 
283 

4.0e-25 
130 
40 

ACYLAMINO-ACID- RELEASING ENZYME (ACYL-PEPTIDE HYDROLASE) 

(APH) (ACYLAMINOACYL- PEPTIDASE ) >gi_91923_pir S07624 

acylaminoacyl-peptidase (EC 3.4.19.1) - rat >gi_202932 
(J04733) acyl-peptide hydrolase [Rattus norvegicus] 

Seq. No. 405480 

Seq. ID LIB3477-003-P1-K1-E10 

Method BLASTN 

NCBI GI g!261857 

BLAST score 271 

E value 1.0e-151 

Match length 291 

% identity 98 

NCBI Description Rice CatA gene for catalase, complete cds 

Seq. No. 405481 

Seq. ID LIB3477-003-P1-K1-E12 

Method BLASTX 

NCBI GI g3695388 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



L 3 . i Seq. No. 
H Seq. ID 

Method 
O NCBI GI 
Q BLAST score 
S E value 
^ Match length 

% identity 

NCBI Description 



52294 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208 

2.0e-16 
79 

52 . 
(AF096371) No definition line found [Arabidopsis thaliana] 

405482 

LIB3477-003-P1-K1-E7 

BLASTX 

g6002279 

412 

3.0e-40 
151 

49 . , 

(AJ249799) cytochrome P450 monooxygenase [Cicer arietmum] 

405483 

LIB3477-003-P1-K1-E9 

BLASTX 

g2498586 

276 

2.0e-24 

70 

80 

MAJOR POLLEN ALLERGEN ORY S 1 PRECURSOR (ORY S I) 
>gi_1173557 (U31771) Ory s 1 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405484 

LIB3477-003-P1-K1-F12 

BLASTX 

gl370603 

432 

1.0e-42 

128 
67 

(X98245) annexin p35 [Zea mays] 
405485 

LIB3477-003-P1-K1-F2 

BLASTX 

g5420315 

274 

1.0e-30 

126 

51 

(AJ243535) possible thiophene and furan oxidation protein 
[Synechococcus elongatus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405486 

LIB3477-003-P1-K1-F3 

BLASTX 

g6041797 

203 

2.0e-16 

60 
62 

(AC009755) unknown protein [Arabidopsis thaliana] 



52295 



ft 



Seq* No. 




Seq. ID 




Method 


BLASTN 


NCBI GI 


g409581 


BLAST score 


121 


E value 


2 . Oe-61 


Match length 


149 


% identity 


95 


NCBI Description 


Rice mRNA for serine carboxypeptidase-like protein 


Seq. No. 


A A C A O O 

405488 


Seq. ID 


LIB3477-003-P1-K1-F7 


Method 


BLASTX 


NCBI GI 


gl477480 


BLAST score 


496 


E value 


2 . Oe-50 


Match length 


112 


% identity 


41 


NCBI Description 


(U40341) carbamoyl phosphate synthetase large chain 




[Arabidopsis thaliana] 


Seq. No. 


A r\ C A Q A 

405489 


Seq. ID 


LIB3477-003-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


g6016710 


BLAST score* 


383 


E value 


7.0e-37 


Match length 


111 


% identity 


60 


NCBI Description 


(AC009325) unknown protein [Arabidopsis thaliana] 


Seq. No. 


405490 


Seq. ID 


LIB3477-003-P1-K1-F9 


Method 


BLASTX 


NCBI GI 


gl00347 


BLAST score 


272 


E value 


4.0e-24 


Match length 


75 


% identity 


69 


NCBI Description 


monosaccharide transport protein MST1 - common tobacco 




>gi 19885 emb CAA47324 (X66856) monosaccharid transporter 




[Nicotiana tabacum] 


Seq. No. 


A A C A A "1 

405491 


Seq. ID 


LIB3477-003-P1-K1-G11 


Method 


BLASTX 


NCBI GI 


g4835766 


BLAST score 


174 


E value 


2 . 0e-12 


Match length 


97 


% identity 


45 


NCBI Description 


(AC007202) Contains similarity to gb AB017693 transfactor 




(WERBP-1) from Nicotiana tabacum. ESTs gb H39299, 




gb_T41875, gb_H38232 and gb_N38325 come from this gene. 




[Arabidopsis thaliana] 



52296 



Seq, No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405492 

LIB3477-003-P1-K1-G2 

BLASTX 

gl620753 

147 

3,0e-09 

51 
47 

(U72942) proteinase inhibitor [Oryza sativa] 
>gi_2829212_gb_AAC00503_ (AF044059) proteinase inhibitor 
[Oryza sativa] >gi_6063551_dbj_BAA85411. 1_ (AP000615) ESTs 
AU069800 (E3445) ,AU078204 (E11809) correspond to a region of 
the predicted gene.; similar to proteinase inhibitor. 
(AF044059) [Oryza sativa] 



Seq. No. 


405493 


Seq. ID 


LIB3477-003-P1-K1-G6 


Method 


BLASTX 


NCBI GI 


g3688177 


BLAST score 


188 


E value 


1.0e-14 


Match length 


43 


% identity 


74 


NCBI Description 


(AL031804) putative prote: 


Sea No. 


405494 


Seq. ID 


LIB3477-003-P1-K1-G9 


Method 


BLASTN 


NCBI GI 


g6016845 


BLAST score 


162 


E value 


5.0e-86 


Match length 


162 


% identity 


100 


NCBI Description 


Oryza sativa genomic DNA, 


Seq. No. 


405495 


Seq. ID 


LIB3477-003-P1-K1-H12 


Method 


BLASTX 


NCBI GI 


g3093294 


BLAST score 


460 


E value 


6.0e-46 


Match length 


127 


% identity 


69 


NCBI Description 


(Y12782) putative villin 




>gi_5 73012 6__emb_CAB5 24 60.: 




[Arabidopsis thaliana] 


Seq. No. 


405496 


Seq. ID 


LIB3477-003-P1-K1-H2 


Method 


BLASTX 


NCBI GI 


gl710521 


BLAST score 


398 


E value 


7.0e-39 


Match length 


80 


% identity 


96 


NCBI Description 


60S RIBOSOMAL PROTEIN L24 



[Arabidopsis thaliana] 
1_ (AL109796) putative villin 



(X94296) L24 ribosomal protein [Hordeum vulgare] 



52297 



ft 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405497 

LIB3477-003-P1-K1-H4 

BLASTX 

g2618686 

403 

2.0e-39 

113 
64 

(AC002510) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405498 

LIB3477-003-P1-K1-H7 

BLASTX 

g!710841 

475 

9.0e-48 

100 

93 

ADENOSYLHOMOCYSTEINASE ( S-ADENOSYL-L-HOMOCYSTEINE 
HYDROLASE) (ADOHCYASE) >gi_758247_emb_&AA56278_ (X79905) 
S-adenosylhomocysteine hydrolase [Phalaenopsis sp.] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405499 

LIB3477-003-P1-K1-H9 

BLASTX 

gl086111 

297 

6.0e-27 

102 

57 

peroxidase (EC 1.11 •1.7) - Spirodela polyrrhiza 
>gi_438245_emb_CAA80502_ (Z22920) peroxidase [Spirodela 
polyrrhiza] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405500 

LIB3477-004-P1-K1-A1 

BLASTX 

g4185139 

420 

2.0e-41 
112 
66 

(AC005724) 
thaliana] 



putative diacylglycerol kinase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405501 

LIB3477-004-P1-K1-A11 

BLASTX 

g4510395 

627 

1.0e-65 

137 
83 

(AC006587) putative beta-galactosidase precursor 
[Arabidopsis thaliana] 



52298 





Seq. No. 


4 UooUz 




Seq. ID 


T TTil A 1 1 — C\r\A — PI — V\ —H 9 




Method 






NCBI GI 


g5360230 




BLAST score 


483 




E value 


1 An A Q 




Match length 






% identity 


A. o 




NCBI Description 


[FudU lOiO / / I\ail HJXy^a. baLlvaj 




Seq. No. 


4 UOOUO 




Seq. ID 


T ml All — f\f\A — Pi — Pfl — a"} 




Method 


nj t\o rnvr 




NCBI GI 


g6015437 




BLAST score 


38 




E value 


/ . ue-iz 




Match length 


38 




% identity 


100 




NCBI Description 


Homo sapiens fi^ai iriKNii, compj_eT-e cas 


Sf 


Seq. No. 


405504 


■J " 


Seq. ID 


Llbo4 / / -UU4— rl-i\±-ii4 




Method 


BLASTX 


NCBI GI 


r" r\ rv A A A 

g5903092 




BLAST score 


472 




E value 


2.0e-47 


Bias; 


Match length 


135 


III 


% identity 


74 


3 


NCBI Description 


(AC008017) Highly similar to developmental 






[Arabidopsis thaliana] 


fn; 


Seq. No. 


405505 




Seq. ID 


t inO/m rift/ nl vi ?\ c 

LIB34 7 / -UU4-P1-K1-AO 




Method 


BLASTX 




NCBI GI 


g2055262 




BLAST score 


497 


O 


E value 


3 . 0e-50 




flatch length 


123 




% identity 


78 




NCBI Description 


(ABUUoiy4) cnitmase no L^ryza sativaj 




Seq. No. 


/ ap cor 

405506 




Seq. ID 


L1Bo4 / / — UU4 — ri" J\l — Ao 




Method 


BLASTX 




NCBI GI 


g4580461 




BLAST score 


214 




E value 


4 . 0e-17 




Match length 


74 




% identity 


50 




NCBI Description 


(AC006081) unknown protein [Arabidopsis tha 




Seq. No. 


405507 




Seq. ID 


LIB3477-004-P1-K1-A9 




Method 


BLASTX 




NCBI GI 


g4567312 




BLAST score 


508 




E value 


1.0e-51 



52299 



Match length 

% identity 

NCBI Description 

Seg. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description^ 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142 
65 

(AC005956) hypothetical protein [Arabidopsis thaliana] 
405508 

LIB3477-004-P1-K1-B1 

BLASTX 

gl657621 

404 

4.0e-44 

121 
79 

(U72505) G6p [Arabidopsis thaliana] >gi_3068711 (AF049236) 
putative acyl-coA dehydrogenase [Arabidopsis thaliana] 
>gi_5478795__dbj_BAA82478.1_ (AB017 643) Short-chain acyl CoA 
oxidase [Arabidopsis thaliana] 

405509 

LIB3477-004-PI-K1-B10 

BLASTX 

g225814 

253 

1.0e-21 

90 
52 

CPase I A [Hordeum vulgare var. distichum] 
405510 

LIB3477-004-P1-K1-B11 

BLASTX 

g2117937 

536 

1.0e-54 

145 

74 

UTP — glucose-l-phosphate uridylyltransf erase (EC 2.7.7.9) - 
barley >gi_1212996_emb_CAA62689__ (X91347) UDP-glucose 
pyrophosphorylase [Hordeum vulgare] 

405511 

LIB3477-004-P1-K1-B12 
^BLASTX 
g4733985 
153 

7.0e-20 

87 

62 

(AC007209) hypothetical protein, 5 1 partial [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



405512 

LIB3477-004-P1-K1-B2 

BLASTX 

g3850816 

475 

9.0e-48 
86 



52300 



% identity 

NCBI Description 



100 

(Y18348) 
sativa] 



U2 snRNP auxiliary factor, small subunit [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No'. 
Seq. ID 
Method 
NCBI GI 



405513 

LIB3477-004-P1-K1-B3 

BLASTX 

gl703380 

349 

2.0e-38 

83 

8 6 

ADP-RIBOSYLATION FACTOR >gi_11324 83_dbj_BAA04 607_ (D17760) 
ADP-ribosylation factor [Oryza sativa] 

405514 

LIB3477-004-P1-K1-B5 

BLASTX 

g3877745 

192 

9.0e-15 

98 
37 

(Z75953) similar to adducin; cDNA EST EMBL:D66652 comes 
from this gene; cDNA EST EMBL:D70511 comes from this gene; 
cDNA EST yk299h7.3 comes from this gene; cDNA EST yk299h7.5 
comes from this gene; cDNA EST yk315b6.3 comes fro... 
>gi_5734150_gb_AAD49860.1_AF166171_l (AF166171) ^ 
adducin-head-domain-related protein [Caenorhabditis 
elegans] 

405515 

LIB3477-004-P1-K1-B6 

BLASTX 

g3024122 

477 

2.0e-50 

108 
97 

S-ADENOSYLMETHIONINE SYNTHETASE 2 {METHIONINE 
ADENOSYLTRANSFERASE 2) (ADOMET SYNTHETASE 2) >gi_1778821 
(U82833) S-adenosyl-L-methionine synthetase [Oryza sativa] 

405516 

LIB3477-004-P1-K1-B7 

BLASTX 

g4467124 

209 

1.0e-16 

125 

30 

(AL035538) hypothetical protein [Arabidopsis thalrana] 
405517 

LIB3477-004-P1-K1-B8 

BLASTN 

g6015437 



52301 



BLAST score 


'37 


E value 


o . ue — n 


Match length 


o I 


% identity 


100 


NCBI Description 


noino sapiens rbAi iiikinA/ complete 


Seq. No. 


a a E C 1 o 


Seq. ID 


TTT3Q/t*7*7 nn/-D1 -71 -T3Q 


Method 


JdIlRo 1 A - ^ 


NCBI GI 


g5640111 


BLAST score 


260 


E value 


1 A ^ A A 

1 . Oe-22 


Match length 


o 7 


% identity 


/o 


NCBI Description 


(AJ^:4oo/oj KAUzo protein Li«ycope. 


Seq. No. 


4uool9 


beq. ID 


1i1do4 / / — UU4 — r 1 — lxl"*Ul 


Method 


Jd1lH.o1JN 


NCBI GI 


g471330 


BLAST score 


78 


E value 


2 . Ue- Jb 


Match length 


oo 


% identity 


98 


NCBI Description 


O.sativa Adhl gene, 5' flanking : 


Seq. No. 


405520 


Seq. ID 


LIBo4 / /-UU4-P1-K1-C1U 


Method 


BLASTX 


NCBI GI 


g4531442 


BLAST score 


279 


E value 


1 A — A A 

1 . Oe-24 


Match length 


85 


% identity 


68 


NCBI Description 


(AOUUdzz4; nypornetiicai protein 


Seq. No. 


405521 


beq. ID 


liloo4 / /- UU4 — Jrl — £\.l— Lll 


Method 


riliAo 1 A 


INLdI bl 


g^iouiuo 


BLAST score 


305 


E value 


1.0e-27 


Match length 


85 


% identity 


75 


NCBI Description 


histone H2A type 2 (clone wcH2A- 



) - wheat 

>gi_536892_dbj_BAA07278_ (D38089) protein H2A [Triticum 
aestivum] >gi_5368 96_dbj_BAA07280_ (D38091) protein H2A 
[Triticum aestivum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



405522 

LIB3477-004-P1-K1-C12 

BLASTX 

g2286113 

885 

1.0e-95 

188 

94 



52302 



NCBI Description (U78892) MADS box protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405523 

LIB3477-004-P1-K1-C2 

BLASTX 

g4585980 

223 

3.0e-18 

111 

45 

(AC005287) Very similar to TATA binding protein-associated 
factor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405524 

LIB3477-004-P1-K1-C5 

BLASTX 

g2131322 

153 

4.0e-10 

106 
35 

hypothetical protein YDL060w - yeast (Saccharomyces 
cerevisiae) >gi_1431063_emb_CAA98623_ (Z74108) ORF YDL060w 
[Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405525 

LIB3477-004-P1-K1-C6 

BLASTX 

g4567251 

371 

2.0e-35 

90 

73 

(AC007070) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405526 

LIB3477-004-P1-K1-C7 

BLASTX 

g82734 

521 

2.0e-53 

103 

30 

ubiquitin precursor - maize (fragment) 
>gi_226763_prf 1604470A poly-ubiquitin [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405527 

LIB3477-004-P1-K1-C8 

BLASTX 

g542157 

482 

1.0e-48 

115 

84 

ribosomal 5S RNA-binding protein 



Rice 



Seq. No. 



405528 



52303 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LI-B3477-004-P1-K1-C9 

BLASTX 

g3913425 

373 

1.0e-35 

124 
63 

PUTATIVE PRE-MRNA SPLICING FACTOR ATP-DEPENDENT RNA 
HELICASE >gi_2275203 (AC002337) RNA helicase isolog 
[Arabidopsis thaliana] 

405529 

LIB3477-004-P1-K1-D1 

BLASTX 

g6056413 

426 

4.0e-42 

120 

68 

(AC009525) Unknown protein [Arabidopsis thaliana] 
405530 

LIB3477-004-P1-K1-D10 

BLASTX 

g5091516 

564 

4.0e-58 

110 

100 

(AB023482) ESTs C72761 (E2193) , AU056875 (S20945 ) , 
AU056876(S20945) correspond to a region of the predicted 
gene.; Similar to Thermus thermophilus gene for homocitrate 
synthase, homoaconitate hydratase, and ORF, complete and 
part 

405531 

LIB3477-004-P1-K1-D11 

BLASTX 

g2244837 

531 

3.0e-54 

126 
79 

(Z97337) proteasome chain protein [Arabidopsis thaliana] 
>gi_2511572_emb_CAA73618.1_ (Y13175) multi catalytic 
endopeptidase [Arabidopsis thaliana] >gi_3421114 (AF043535) 
20S proteasome beta subunit PBD2 [Arabidopsis thaliana] 

405532 

LIB3477-004-P1-K1-D12 

BLASTX 

g3885334 

630 

9.0e-66 

174 

68 

(AC005623) putative argonaute protein [Arabidopsis 



52304 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



0 



thaliana] 
405533 

LIB3477-004-P1-K1-D3 

BLASTX 

gl586940 

532 

2.0e-54 

137 

74 

Ser/Thr kinase [Lycopersicon esculentum] 



• 1NO • 




Seq. ID 


LIB3477-004-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


g4835767 


BLAST score 


218 


E value 


3. 0e-18 


Match length 


60 


% identity 


60 


NCBI Description 


(AC007202) T8K14.16 [Arabidopsis thaliana] 


£? *i «■ XT ^ 

Seq. No. 


405535 


Seq. ID 


LIB3477-004-P1-K1-D7 


Method 


BLASTX 


NCBI GI 


g4249411 


BLAST score 


313 


E value 


1. Oe-28 


Match length 


134 


% identity 


48 


NCBI Description 


(AC006072) unknown protein [Arabidopsis thaliana] 


beq. No. 






T — 004— PI— PTi —HQ 


Method 


BLASTX 


NCBI GI 


g4191785 


BLAST score 


316 


E value 


5.0e-29 


Match length 


151 


% identity 


46 


NCBI Description 


(AC005917) putative hydrolase [Arabidopsis thaliana; 


Seq. No. 


405537 


Seq. ID 


LIB3477-004-P1-K1-E1 


Method 


BLASTX 


NCBI GI 


g5668645 


BLAST score 


340 


E value 


6.0e-32 


Match length 


130 


% identity 


57 


NCBI Description 


(AL109619) putative protein [Arabidopsis thaliana} 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



405538 

LIB3477-004-P1-K1-E10 

BLASTX 

g3075391 

156 



52305 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-10 

149 
34 

(AC004484) unknown protein [Arabidopsis thaliana] 
405539 

LIB3477-004-P1-K1-E12 

BLASTX 

g473949 

254 

1.0e-21 

156 

35 

(D29958) KIAA0116 [Homo sapiens] 



405540 

LIB3477-004-P1-K1-E2 

BLASTN 

g5091597 

75 

2.0e-34 

115 

91 

Oryza sativa chromosome 1 BAC 10A19I, 



complete sequence 



405541 

LIB3477-004-P1-K1-E3 

BLASTX 

g5262788 

173 

1.0e-12 

87 

46 

(AL080282) translation initiation factor eIF3-like protein 
[Arabidopsis thaliana] 



Seq. No. 


405542 


Seq. ID 


LIB3477-004-P1-K1-E4 


Method 


BLASTX 


NCBI GI 


g4538903 


BLAST score 


253 


E value 


1.0e-21 


Match length 


58 


% identity 


83 


NCBI Description 


(AL049482) putative protein [Arabidopsis thaliana] 


Seq. No. 


405543 


Seq. ID 


LIB3477-004-P1-K1-E5 


Method 


BLASTX 


NCBI GI 


g3122914 


BLAST score 


207 


E value 


9.0e-17 


Match length 


80 


% identity 


53 


NCBI Description 


VALYL-TRNA SYNTHETASE (VALINE — TRNA LIGASE) (VALRS) 



>gi_1890130_gb_AAB4 9704.1_ 
[Arabidopsis thaliana] 



(U8998 6) valyl tRNA synthetase 



52306 



oey* in ■ 


*± \j ~j *j *± i 




T TR^477-Dn4-Pl — K1 -F7 


Method 


.Dli/ib 1 A 


NCBI GI 


g4581146 


BLAST score 


216 


E value 


x • ue z o 


Match length 


/ o 


% identity 


R 9 


NCBI Description 


^iiL/UU 0 y ± :? ; pUL.aX.lVe irUCLOSe JjlopilOopnaLc alUUlaoc^ 




cytoplasmic L^^a-OiQopsxs unananaj 


beg. lno * 


a n^R4 r 




iiiD ji / / \j\j t ± ri rvx hjo 


Method 


BLASTX 


NCBI GI 


g4115377 


Dii/ioi score 


"3 9 R 


E value 


d . ue ou 


Match length 


O 0 




7 R 


NCBI Description 


[AKsUudjk)/} unKnown pronem Lfiraoiaopsis unananaj 


beg. no. 


a n R R4 £ 


beg. lu 


J_il.fcS.34/ /-UU'i rl M rlu 


Method 


BLASTX 


NCBI GI 


g2293480 


BLAST score 


/I /I Q 

4 4 y 


E value 


1 . Oe-44 


Match length 


8 9 


% identity 


QQ 


NCBI Description 


(AF011331) glycine— rich protein [Oryza sativa] 


beg. no. 


4 U334 / 


beg. id 


1_1__o4 / / — UU4 — r ± — J\i — r 11 


Metnoa 


DT 71 C rnv 

bLiAb 1 A 


NCBI GI 


_o OOOOOl 

gzzoooo / 


niiAbi score 


JUO 


E value 


l . ue-jo 


Match length 


104 


% identity 


76 


NCBI Description 


iaevaiona t6 aipnospnare aecarDoxyxase ^AraDiaopsis 




tnaiianaj >gi oZou/oo emu lm/ooUo. 1 vii/oyo; mevaxonate 




diphosphate decarboxylase [Arabidopsis thaliana] 




>gi j / oduuz \iiuuuD4yy; inevaxonate aipnospnaue aecarDoxyiab 1 




[Arabidopsis thaliana] 


beg. no. 


4U004o 


beg. id 


t TQQym- nn/i-Di — vi _ tri 9 
Jjli3J4 / / "UU4~rl J\l HZ 


L v iei,noa 


DT aqrpY 


NCBI GI 


g4538968 


BLAST score 


390 


E value 


1.0e-37 


Match length 


156 


% identity 


49 


NCBI Description 


(AL049488) putative protein kinase [Arabidopsis thaliana] 



Seg. No. 405549 



52307 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3477-004-P1-K1-F3 

BLASTX 

g3928543 

268 

1.0e-23 
94 
56 

(AB016819) 
thaliana] 



UDP-glucose glucosyltransf erase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405550 

LIB3477-004-P1-K1-F5 

BLASTN 

gl408221 

45 

2.0e-16 

77 
90 

Sorghum bicolor pathogenesis-related protein (PR-10) mRNA, 
complete cds 

405551 

LIB3477-004-P1-K1-F6 

BLASTX 

g3023816 

429 

2.0e-42 

87 

97 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 
>gi_968996 (U31676) glyceraldehyde-3-phosphate 
dehydrogenase [Oryza sativa] 

405552 

LIB3477-004-P1-K1-F7 

BLASTX 

g4325324 

792 

9.0e-85 

179 

81 

(AF125574) lysyl-tRNA synthetase; LysRS [Arabidopsis 
thaliana] >gi_6041823_gb_AAF02138 . 1_AC009918_10 (AC009918) 
lysyl-tRNA synthetase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



405553 

LIB3477-004-P1-K1-F9 

BLASTX 

g3370780 

635 

2.0e-66 

128 
96 

(AB0164 97) chitinase 



[Oryza sativa] 



405554 

LIB3477-004-P1-K1-G10 



52308 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4972105 

244 

1.0e-20 

139 

37 

(AL078468) putative protein [Arabidopsis thaliana] 
405555 

LIB3477-004-P1-K1-G12 

BLASTX 

g3341511 

266 

3.0e-23 

50 

100 

(AJ231134) cinnamoyl-CoA reductase [Saccharum officinarum] 
405556 

LIB3477-004-P1-K1-G2 

BLASTX 

g3913018 

573 

3.0e-59 

117 

99 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 
(ALDP) >gi_218155_dbj_BAA02730_ (D13513) chloroplastic 
aldolase [Oryza sativa] 



Seq. No. 


405557 


Seq. ID 


LIB3477-004-P1-K1-G6 


Method 


BLASTX 


NCBI GI 


g2950210 


BLAST score 


628 


E value 


1.0e-65 


Match length 


142 


% identity 


85 


NCBI Description 


(Y14615) Importin alpha-: 


Seq. No. 


405558 


Seq. ID 


LIB3477-004-P1-K1-G7 


Method 


BLASTX 


NCBI GI 


g3236249 


BLAST score 


169 


E value 


9.0e-12 


Match length 


103 


% identity 


43 


NCBI Description 


(AC004684) hypothetical ; 


Seq. No. 


405559 


Seq. ID 


LIB3477-004-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


g3738289 


BLAST score 


482 


E value 


1.0e-48 


Match length 


111 



52309 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



78 

(AC005309) 



Not56-like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405560 

LIB3477-004-P1-K1-H10 

BLASTX 

g548493 

366 

7.0e-35 

148 

50 

EXOPOLYGALACTORONASE PRECURSOR (EXOPG) (PECTINASE) 
( GALACTURAN 1 , 4 -ALPHA-GALACTURONI DASE ) 

>gi_629854_pir S30067 polygalacturonase - maize 

>gi~288612_emb_CAA47052_ (X66422) polygalacturonase [Zea 
mays] 

405561 

LIB3477-004-P1-K1-H3 

BLASTX 

g421991 

658 

3.0e-69 

127 

99 

1, 4-alpha-glucan branching enzyme (EC 2.4.1.18) sbel 
precursor - rice >gi_287404_dbj_BAA01616_ „(D10838) 
1, 4-alpha-glucan branching enzyme [Oryza sativa] 



Seq. No. 


405562 


Seq. ID 


LIB3477-004-P1-K1-H9 


Method 


BLASTX 


NCBI GI 


g2104959 


BLAST score 


429 


E value 


3.0e-42 


Match length 


96 


% identity 


76 


NCBI Description 


(U96925) immunophilin [Vici, 


Seq. No. 


405563 


Seq. ID 


LIB3477-005-P1-K1-A10 


Method 


BLASTX 


NCBI GI 


g3738283 


BLAST score 


310 


E value 


2.0e-28 


Match length 


60 


% identity 


88 


NCBI Description 


(AC005309) unknown protein 


Seq. No. 


405564 


Seq. ID 


LIB3477-005-P1-K1-A12 


Method 


BLASTX 


NCBI GI 


g4126809 


BLAST score 


600 


E value 


3.0e-67 


Match length 


132 


% identity 


55 



52310 



41 



NCBI Description (AB017042) glyoxalase I [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405565 

LIB3477-005-P1-K1-A2 

BLASTX 

g2558539 

257 

9.0e-23 

61 

89 

(Z29958) ubiquitin-ribosomal protein fusion protein [Gallus 
gallus] 



Seq. No, 


405566 


Seq. ID 


LIB3477-005-P1-K1-A3 


Method 


BLASTX 


NCBI GI 


g3776005 


BLAST score 


193 


E value 


6.0e-15 


Match length 


39 


% identity 


95 


NCBI Description 


(AJ010466) RNA helicase [Arabidopsis thaliana] 


Seq. No. 


405567 


Seq, ID 


LIB3477-005-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


g2306811 


BLAST score 


157 


E value 


7.0e-ll 


Match length 


31 


% identity 


77 


NCBI Description 


(U97521) class IV endochitinase [Vitis vinifera] 


Seq, No. 


405568 


Seq. ID 


LIB3477-005-P1-K1-A5 


Method 


BLASTX 


NCBI GI 


g5931765 - 


BLAST score 


437 


E * value 


2.0e-43 


Match length 


106 


% identity 


79 


NCBI Description 


(AJ244024) phragmoplastin [Nicotiana tabacum] 


Seq. No. 


405569 


Seq. ID 


LIB3477-005-P1-K1-A6 


Method 


BLASTX 


NCBI GI 


g4874314 


BLAST score 


413 


E value 


2.0e-40 


Match length 


121 


% identity 


60 


NCBI Description 


(AC006053) unknown protein [Arabidopsis thaliana] 


Seq. No. 


405570 


Seq. ID 


LIB3477-005-P1-K1-A7 


Method 


BLASTX 


NCBI GI 


g4218535 



52311 



BLAST score 


393 


Hi value 


4 . ue-oo 


ixiarcn leng tn 




% identity 


"7 /I 

/ 4 


i\v^r3± jjescnp Lion 


(AJUluozyj bRABl protein [Triticum sp.] 


beq. jmo . 


a a C C T "1 

4U5571 


oeq. 1U 


T TDQ^ T7 AAC Til TV1 7\ o 

L1BJ4 / /-UUd-PI-KI-Ao 


Mot - H 
i it; Liiuu 


■D-Liiib 1 A 


NCBI GI 


gl800281 


BLAST score 


668 




O A ^ T A 

^ . Ue- / v 


Match length 


lob 


% identity 


A O 


jnl-di Description 


(U82086) polyubiquitm [Fragaria x ananassa] 


beq. no. 


405572 


C 0rT TP) 


T T"Q'3/f*7'7 nn^ D1 IS"] 7\ A, 


LiC L-iivJvJ. 


■dt t\ crnv 


NCBI GI 


g4582787 


BLAST score 


395 


E value 


o a ^ oo 

z . Ue- Jo 


Match length 


O / 


=5 identity 


89 


jnuoi Description 


(AJ012281) adenosine kinase [Zea mays] 


Seq. No. 


405573 


beq. id 


LIBJ47 7-005-P1-K1-B1 


rieunou 


"DT 7V C fV 

rsLAb l A 


IN^v-Dl Vjl 


gio / jjdo 


BLAST score 


274 


E value 


2.0e-24 


Matcn length 


a /** 

96 


^ identity 


50 


JMCBi Description 


(Z22673) cytosolic tRNA-Ala synthetase [Arab: 




thaliana] 


Seq. No. 


405574 


Qarr T Pi 

beq. id 


L1BJ4 / /-{JUD-Pl-Kl-BlO 


L v lfc; LXltJu. 


rsliAb 1 A 


NCBI GI 


g2245086 


BLAST score 


152 


E value 


T A « A A 

1 . Ue-09 


iYiar.cn lengrn 


yo 


% identity 


35 


NCBI Description 


(Z97343) hypothetical protein [Arabidopsis tl 


Seq. No. 


405575 


Seq. ID 


LIB3477-005-P1-K1-B11 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3123270 

738 

2.0e-78 

142 

99 

4 OS RIBOSOMAL PROTEIN S4 
>gi_24 63335 emb CAA75242 



(SCAR PROTEIN SS620) 
(Y15009) ribosomal protein S4 



52312 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Oryza sativa] 
405576 

LIB3477-005-P1-K1-B12 
BLASTX 
g5734642 
187 

2.0e-14 
66 
53 

(AP000391) ESTs C22657 (S0014 ) 
region of the predicted gene, 
kinase, ERECTA (AC004484) [Oryza sativa] 
>gi_6006357_dbj_BAA84787.1_ (AP000559) ESTs 
C22657(S0014) 7 C22656(S0014) correspond to a region of the 
predicted gene.; Similar to receptor protein kinase, ERECTA 
(AC004484) [Oryza sativa] 



i, C22656(S0014) correspond to a 
Similar to receptor protein 



Seq. No. 


405577 




beq. id 


LIB3477-005-P1-K1- 


-B4 


Method 


BLASTX 




IT/1 T*l T /~*T 

NCBI GI 


gl!4336 




bJjAbi score 


354 




E value 


4.0e-34 




Match length 


74 




% identity 


97 




NCBI Description 


PLASMA MEMBRANE AT PAS E 


Seq. No. 


405578 




Seq. ID 


LIB3477-005-P1-K1- 


-B6 


Method 


BLASTN 




NCBI GI 


g3618309 




BLAST score 


60 




E value 


7.0e-25 




Match length 


60 




% identity 


100 




NCBI Description 


Oryza sativa mRNA 


for : 




clone:E10707 




Seq. No. 


405579 




Seq. ID 


LIB3477-005-P1-K1- 


-B7 


Method 


BLASTX 




NCBI GI 


g401190 




BLAST score 


300 




E value 


2.0e-27 




Match length 


58 




% identity 


91 





2 {PROTON PUMP) 



NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



THAUMAT IN-LIKE PROTEIN PRECURSOR >gi_10 0715_pir S25551 

thaumatin-like protein - rice >gi_20376_emb_CAA48278_ 
(X68197) thaumatin-like protein [Oryza sativa] 

405580 

LIB3477-005-P1-K1-C1 

BLASTX 

g2501189 

238 

3.0e-20 



52313 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 

74 
69 

THIAMINE BIOSYNTHETIC ENZYME 1-1 PRECURSOR 

>gi_213014 6_pir S61419 thiamine biosynthetic enzyme thil-1 

- maize >gi_596078 (U17350) thiamine biosynthetic enzyme 
[Zea mays] 

405581 

LIB3477-005-P1-K1-C12 

BLASTX 

gl346109 

314 

5.0e-29 

63 

98 

GUANINE NUCLEOTI DE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN (GPB-LR) {RWD) >gi_540535_db j_BAA07404_ (D38231) 
RWD [Oryza sativa] 

405582 

LIB3477-005-P1-K1-C3 

BLASTX 

gl708236 

165 

2.0e-ll 

38 

82 

HYDROXYMETHYLGLUTARYL-COA SYNTHASE (HMG-COA SYNTHASE) 
(3-HYDROXY-3-METHYLGLDTARYL COENZYME A SYNTHASE) 

>gi_2129617__pir JC4567 hydroxymethylglutaryl-CoA synthase 

(EC 4.1.3.5) - Arabidopsis thaliana 
>gi_1143390_emb_CAA58763_ (X83882) 

hydroxymethylglutaryl-CoA synthase [Arabidopsis thaliana] 

>gi_15 8 65 4 8_prf 2204245A hydroxy methylglutaryl CoA 

synthase [Arabidopsis thaliana] 

405583 

LIB3477-005-P1-K1-C5 

BLASTX 

g3149952 

364 

5.0e-35 

89 

76 

(AB010259) DRH1 [Arabidopsis thaliana] 
>gi_6016713_gb_AAF01539.1_AC009325_9 (AC009325) RNA 
helicase, DRH1 [Arabidopsis thaliana] 

405584 

LIB3477-005-P1-K1-C6 

BLASTX 

g4960154 

172 

8.0e-13 

35 

94 

(AF153283) putative progesterone-binding protein homolog 



52314 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] 
405585 

LIB3477-005-P1-K1-C7 

BLASTX 

gl076715 

417 

6.0e-41 

97 
74 

abscisic acid-induced protein HVA22 
(L19119) A22 [Hordeum vulgare] 



barley >gi__40458 9 



405586 

LIB3477-005-P1-K1-C8 

BLASTX 

g5929932 

352 

2.0e~33 

83 

81 

(AF178952) voltage-dependent anion channel protein 2 [Zea 
mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405587 

LIB3477-005-P1-K1-C9 

BLASTX 

gl718097 

435 

5.0e-43 

122 

64 

VACUOLAR ATP SYNTHASE SUBUNIT AC39 (V-ATPASE AC39 SUBUNIT) 

(41 KD ACCESSORY PROTEIN} (DVA41) >gi_626048_pir A55016 

lysosomal membrane protein DVA41 - slime mold 
(Dictyostelium discoideum) >gi_532733 (U13150) vacuolar 
ATPase subunit DVA41 [Dictyostelium discoideum] 



Seq. No. 


405588 


Seq. ID 


LIB3477-005-P1-K1-D1 


Method 


BLASTX 


NCBI GI 


g2267006 


BLAST score 


664 


E value 


7.0e-70 


Match length 


133 


% identity 


98 


NCBI Description 


(AF006825) endosperm lumenal binding protein [Oryz< 


Seq. No. 


405589 


Seq. ID 


LIB3477-005-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


gl!4420 


BLAST score 


462 


E value 


4.0e-46 


Match length 


109 


% identity 


86 


NCBI Description 


ATP SYNTHASE BETA CHAIN, MITOCHONDRIAL PRECURSOR 



52315 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_100882_pir S11491 H-f-transporting ATP synthase (EC 

3.6.1.34) beta chain, mitochondrial - maize 
>gi_22173_emb_CAA38140_ (X54233) ATPase Fl subunit protein 
[Zea mays] >gi_897618 (M36087) F-l-ATPase subunit 2 [Zea 
mays] 

405590 

LIB3477-005-P1-K1-D12 

BLASTN 

g5410347 

98 

1.0e-47 

340 
86 

Sorghum bicolor BAC clone 110K5, partial sequence 
405591 

LIB3477-005-P1-K1-D2 

BLASTX 

gll36122 

501 

7.0e-51 

116 

84 

(X91807) "alfa-tubulin [Oryza sativa] 
405592 

LIB3477-005-P1-K1-D5 

BLASTX 

g4678323 

155 

2.0e-10 

75 

49 

(AL049658) putative protein [Arabidopsis thaliana] 
405593 

LIB3477-005-P1-K1-D7 

BLASTX 

g5360659 

513 

2.0e-52 

100 

100 

(AB022603) anthranilate synthase alpha 2 subunit [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405594 

LIB3477-005-P1-K1-D8 

BLASTN 

g2564049 

41 

1.0e-13 

93 
86 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MLE2, complete sequence 



PI clone: 



52316 



o 



Seq. No. 
. Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405595 

LIB3477-005-P1-K1-D9 

BLASTX 

g3513744 

233 

2.0e-19 

.59 
69 

(AF080118) contains similarity to Medicago truncatula MtN3 
(GB:Y08726) [Arabidopsis thaliana] 

405596 

LIB3477-005-P1-K1-E2 

BLASTX 

g464705 

285 

1.0e-25 

63 

89 

40S RIBOSOMAL PROTEIN S13 >gi_419802_pir S30146 ribosomal 

protein S13.e - maize >gi_288059_emb_CAA44311_ (X62455) 
cytoplasmatic ribosomal protein S13 [Zea mays] 



Seq. No. 


405597 


Seq. ID 


LIB3477-005-P1-K1-E3 


Method 


BLASTX 


NCBI GI 


g3337361 


BLAST score 


500 


E value 


1.0e-50 


Match length 


140 


% identity 


66 


NCBI Description 


(AC004481) ankyrin-1: 


Seq. No. 


405598 


Seq. ID 


LIB3477-005-P1-K1-E4 


Method 


BLASTX 


NCBI GI 


g2564253 


BLAST score 


279 


E value 


7.0e-25 


Match length 


68 


% identity 


78 


NCBI Description 


(Z99996) diadenosine 




[Hordeum vulgare] 


Seq. No. 


405599 


Seq. ID 


LIB3477-005-P1-K1-E5 


Method 


BLASTX 


NCBI GI 


g3885888 


BLAST score 


211 


E value 


8.0e-17 



Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



91 
55 



(AF093632) high mobility group protein [Oryza sativa] 



405600 

LIB3477-005-P1-K1-E6 



52317 



o 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3522929 

297 

8.0e-27 

65 

83 

(AC002535) putative dTDP-glucose 4-6-dehydratase 
[Arabidopsis thaliana] >gi_3738279 (AC005309) putative 
dTDP-glucose 4-6-dehydratase [Arabidopsis thaliana] 





beg. wo. 


405601 




oeq. lu 


L1Bo4 / /-UUo-Pl-Kl-Eo 










NCBI GI 


gll36122 




BLAST score 


529 




E value 


4 . Oe-54 




Match length 


98 




% identity 


98 




NCBI Description 


(X91807) alfa-tubulin [Oryza sativa] 




Seq. No. 


405602 




Seq. ID 


LIB34 77-005-P1-K1-E9 




Method 


BLASTX 


E 


NCBI GI 


g2500067 




BLAST score 


409 




E value 


5.0e-40 




Match length 


129 


&n 

II s 


% identity 


59 




NCBI Description 


RAS-RELATED PROTEIN RAB-21 




Seq. No. 


405603 


s ~ ii 


Seq. ID 


LIB3477-005-P1-K1-F10 




Method 


BLASTN 




NCRT GT 


rr7R 61 77 




BLAST score 


34 




E value 


8.0e-10 




Match length 


34 




% identity 


100 




NCBI Description 


Rice DNA for aldolase C-l, complete cds 




Seq. No. 


405604 




Seq. ID 


LIB3477-005-P1-K1-F11 




Method 


BLASTX 




NCBI GI 


g5922612 




BLAST score 


351 




E value 


3.0e-33 




Match length 


106 




% identity 


64 




NCBI Description 


(AP000492) EST AU078118 {E3904 ) corresponds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



the predicted gene.; similar to Arabidopsis thaliana BAC 
IG002P16; No definition line found. (AF007270) [Oryza 
sativa] 

405605 

LIB3477-005-P1-K1-F2 

BLASTX 

g!00675 



52318 



€1 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



452 

3.0e-45 

99 

86 

glucose-l-phosphate adenylyltransf erase (EC 2.7.7.27) 
precursor - rice >gi_169759 (J04960) ADP-glucose 
pyrophosphorylase 51kD subunit (EC 2.7.7.27) [Oryza sativa] 

405606 

LIB3477-005-P1-K1-F3 

BLASTX 

g2924777 

232 

3.0e-19 

121 
4 

(AC002334) putative receptor protein kinase [Arabidopsis 
thaliana] 



Seq. No. 



405607 





Seq. ID 


LIB3477-005-P1-K1-F4 


£h 


Method 


BLASTX 




NCBI GI 


g4432860 




BLAST score 


172 




E value 


3.0e-12 




Match length 


93 




% identity 


41 


fr 


NCBI Description 


(AC006300) putative glucose-induced repressor 






[Arabidopsis thaliana] 


<&& 


Seq. No. 


405608 




Seq. ID 


LIB3477-005-P1-K1-F6 




Method 


BLASTN 




NCBI GI 


g6015437 




BLAST score 


37 




E value 


3.0e-ll 




' Match length 


37 




% identity 


100 




NCBI Description 


Homo sapiens PEX1 mRNA, complete cds 




Seq. No. 


405609 




Seq. ID 


LIB3477-005-P1-K1-F7 




Method 


BLASTX 




NCBI GI 


g4490292 




BLAST score 


326 




E value 


3.0e-30 




Match length 


89 




% identity 


67 




NCBI Description 


(AL035678) putative protein [Arabidopsis thai: 




Seq. No. 


405610 




Seq. ID 


LIB3477-005-P1-K1-G1 




Method 


BLASTX 




NCBI GI 


g2191150 




BLAST score 


334 




E value 


1.0e-31 




Match length 


78 



52319 



% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 



82 

(AF007269) similar to mitochondrial carrier family 
[Arabidopsis thaliana] 

405611 

LIB3477-005-P1-K1-G2 

BLASTX 

g3176690 

478 

3.0e-48 

110 

84 

(AC003671) 
cerevisiae 



Similar to ubiquitin ligase gb_D63905 from S. 
EST gb_R65295 comes from this gene. 



[Arabidopsis thaliana] 
405612 

LIB3477-005-P1-K1-G4 

BLASTN 

g!408221 

41 

6.0e-14 

77 

88 

Sorghum bicolor pathogenesis-related protein 
complete cds 



(PR-10) mRNA, 





Seq. No. 


405613 






Seq. ID 


LIB3477-005-P1-K1- 


-G6 


is 


Method 


BLASTN 






NCBI GI 


g6015437 




f~: 


BLAST score 


36 




5 .. 


E value 


8.0e-ll 






Match length 


36 






% identity 


100 






NCBI Description 


Homo sapiens PEX1 


mRNA, complete cds 




Seq. No. 


405614 






Seq. ID 


LIB3477-005-P1-K1- 


-G7 




Method 


BLASTX 






NCBI GI 


g2961389 






BLAST score 


329 






E value 


1.0e-30 






Match length 


117 






% identity 


54 






NCBI Description 


(AL022141) purple 


acid phosphatase like 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score- 
E value 
Match length 
% identity 



[Arabidopsis thaliana] >gi_4 006925_emb_CAB16853 . 1_ (Z99708) 
purple acid phosphatase like protein [Arabidopsis thaliana] 

405615 

LIB3477-005-P1-K1-G8 

BLASTX 

g3776559 

333 

2.0e-31 

90 

67 



52320 



NCBI Description 



(AC005388) Strong similarity to gene F14J9.26 gi_3482933 
cdc2 protein kinase homolog from A. thaliana BAC 
gb_AC003970. ESTs gb_Z35332 and gb_F19907 come from this 
gene. [Arabidopsis thaliana] 



Seq. No. 


405616 


Seq. ID 


LIB3477-005-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


g2104959 


BLAST score 


316 


E value 


3.0e-29 


Match length 


/ O 


% identity 




jnubj. uescnption 


(uyfoyzb) lmmunopnilm [Vicia faba] 


Seq. No. 


405617 


Seq. ID 


LIB3477-005-P1-K1-H1 


Method 


BLASTX 


NCBI GI 


g5107831 


BLAST score 


279 


E value 


8. Oe-25 


Match length 


127 


% identity 


13 


NCBI Description 


(AF149413) contains similarity to protein 




(Pfam F00069, Score=162.6, E=6.8e-45, N=l 




repeats (Pfam PF00560, Score=210.7, E=2.2< 




[Arabidopsis thaliana] 


Seq. No. 


405618 


Seq. ID 


LIB3477-005-P1-K1-H10 


Method 


BLASTX 


NCBI GI 


gll43864 


BLAST score 


289 


E value 


2.0e-26 


Match length 


69 


% identity 


oo 


ncdi Description 


(Uz8Q47) beta glucosidase [Oryza sativa] 


Seq. No. 


405619 


Seq. ID 


LIB3477-005-P1-K1-H11 


Method 


BLASTX 


NCBI GI 


g729206 


BLAST score 


317 


E value 


6.0e-33 


Match length 


78 


% identity 


99 


NCBI Description 


PROBABLE GLUTATHIONE S-TRANSFERASE (28 KD 



and 



leucien ri 
N=10) 



PROTEIN) >gi_287399_dbj_BAA01632_ (D10861) chilling 
tolerance related protein [Oryza sativa] 

>gi_445133_prf 1908434C chilling tolerance-related 

protein :ISOTYPE=pBC5 91 [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



405620 

LIB3477-005-P1-K1-H2 

BLASTX 

gl885310 

441 



52321 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8.0e-44 

89 

92 

(X91659) 



Endoxyloglucan transferase (EXT) [Hordeum vulgare] 



405621 

LIB3477-005-P1-K1-H5 

BLASTN 

g3370779 

41 

2.0e-14 

49 

96 

Oryza sativa mRNA for chitinase, complete cds 
405622 

LIB3477-005-P1-K1-H7 

BLASTX 

g2815493 

157 

6.0e-ll 

43 
67 

SERINE CARBOXYPEPTIDASE I PRECURSOR ( CARBOXYPE PT I DASE C) 
(CP-MI) >giJL731988_emb_CAA70816_ (Y09603) serine 
carboxypeptidase I, CP-MI [Hordeum vulgare] 



Seq. No. 


405623 


Seq. ID 


LIB3477-006-P1-K1-A10 


Method 


BLASTX 


NCBI GI 


g4079798 


BLAST score 


378 


E value 


1.0e-36 


Match length 


108 


% identity 


69 


NCBI Description 


(AF052203) 23 kDa pol: 




sativa] 


Seq. No. 


405624 


Seq. ID 


LIB3477-006-P1-K1-A12 


Method 


BLASTX 


NCBI GI 


g3370780 


BLAST score 


259 


E value 


1.0e-22 


Match length 


81 


% identity 


64 


NCBI Description 


(AB0164 97 ) chitinase 


Seq. No. 


405625 


Seq. ID 


LIB3477-006-P1-K1-A3 


Method 


BLASTN 


NCBI GI 


gl777454 


BLAST score 


37 


E value 


3.0e-12 


Match length 


44 


% identity 


98 


NCBI Description 


Oryza sativa pyruvate 



23 kDa polypeptide of photosystem II [Oryza 



2 (pdc2) gene, complete 



52322 



o 



cds 





oGq« JMO . 


41 UO OZ 0 




beq. X1J 


T TR ^4 77 — HP) £— Pi — PT1 — a R 




Method 


BLASTX 




NCBI GI 


g5917789 




DiiAbi score 


zzo 




E value 


y . ue~xy 




Matcn lengtn 


40 




-s laentiLy 






NCBI Description 


(At io4oy / j AUir~gxucose pyropnospnoryxase siiiaxx suDunii 






[Citrus unshiu] 




beq. NO. 


4UODi / 




Seq. ID 


LIB3477-006-P1-K1-B4 




Method 


BLASTX 




JNCdX \3± 


go4 iuuoo 




rsiiAbi score 


1 an 
xyu 




E value 


z . Ue-14 




Match length 


A £ 




■6 identity 


0 c 
OO 




NCBI Description 


(ACUU4ooU) cyclopnilxn [AraDxaopsxs tnaxxanaj 


Wr 


beq. No. 


4 UO DZ 0 




Seq. ID 


LIB3477-006-P1-K1-B7 




Method 


BLASTX 




NCBI GI 


g4o oo / 00 


t£ " 


BLAST score 


0 tz r 

256 


S 


E value 


4 . Oe-22 




Match lengtn 


XU4 




% identity 


4 / 




NCBI Description 


(ACUUdzo4) unknown protexn [AraDxaopsxs tnaxxanaj 


™? 


beq. no. 


4 uoozy 




beq. ID 


LiBo4 / /-UUD-rl-Kl-By 




Method 


BLASTX 




NCBI GI 


g3024432 




BLAST score 


332 




E value 


0 . ue - ox 




Match lengtn 






% identity 


91 




NCBI Description 


PROTEASOME ALPHA bUBuNIT (MUL1 ICATAL II IC hNDUPEr 1 XUAbh. 






COMPLEX ALPHA SUBUNIT) >gx lyoOO/O (Uyzo4uJ proteasome 






alpha subunit [Oryza sativa] 




Seq. No. 


4U00oU 




Seq. ID 


LIB3477-006-P1-K1-C1 




Method 


BLASTX 




NCBI GI 


gl / / / yzl 




Djurtbi score 


z x u 




E value 


3.0e-17 




Match length 


40 




% identity 


95 




NCBI Description 


(U54774) glutamate decarboxylase [Nicotiana tabacum] 




Seq. No. 


405631 




Seq. ID 


LIB3477-006-P1-K1-C10 



52323 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2459435 

436 

1.0e-44 

133 

67 

(AC002332) 
thaliana] 



putative serine carboxypeptidase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405632 

LIB3477-006-P1-K1-C3 

BLASTX 

g416564 

227 

1.0e-18 

63 

70 

ABCISIC ACID-INDUCIBLE PROTEIN KINASE 

>gi_422013_pir A4 6408 abscisic acid-inducible 

serine/ threonine protein kinase homolog - wheat (fragment) 
>gi_170664_gb_AAA96325.1_AAA96325 (M94726) protein kinase 
[Triticum aestivum] 





Seq. No, 


405633 


J: 


Seq. ID 


LIB3477-006-P1-K1-C7 




Method 


BLASTX 


i 


NCBI GI 


g2055376 


f-Fi 


BLAST score 


609 


'-• 


E value 


2.0e-63 




Match length 


121 




% identity 


100 




NCBI Description 


(U32109) MADS box protein 




Seq. No. 


405634 




Seq. ID 


LIB3477-006-P1-K1-C9 




Method 


BLASTX 


s s 


NCBI GI 


g2494041 




BLAST score 


408 




E value 


9.0e-40 




Match length 


161 




% identity 


52 




NCBI Description 


DIAMINOPIMELATE EPIMERASE 






>gi_l 65387 5_db j _BAA1 8 7 8 5_ 






epimerase [Synechocystis i 




Seq. No. 


405635 




Seq. ID 


LIB3477-006-P1-K1-D1 




Method 


BLASTX 




NCBI GI 


g3786009 




BLAST score 


219 




E value 


1.0e-17 




Match length 


98 




% identity 


52 




NCBI Description 


(AC0054 99) unknown protei] 




Seq. No. 


405636 




Seq. ID 


LIB3477-006-P1-K1-D10 



(D90917) diaminopimelate 



52324 









Method 


BLASTX 




NCBI GI 


g464981 




BLAST score 


281 




E value 


6.0e-25 




Match length 


54 




% identity 


98 




NCBI Description 


UBIQUITIN-CONJUGATING ENZYME E2-17 


KD (UBIQOITIN- 



LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_388207 (L23762) 
ubiquitin carrier protein [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405637 

LIB3477-006-P1-K1-D11 

BLASTX 

g5817279 

217 

2.0e-17 

128 
34 

(AL110295) conserved hypothetical protein 
[Schizosaccharomyces pombe] 



Seq. No. 
Seq. ID 
Method 



405638 

LIB3477-006-P1-K1-D3 
BLASTN 



NCBI GI 


g4079797 


BLAST score 


78 


E value 


5.0e-36 


Match length 


109 


% identity 


94 


NCBI Description 


Oryza sativa 23 kDa polypeptide of phot< 




complete cds 


Seq. No. 


405639 


Seq. ID 


LIB3477-006-P1-K1-D6 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


36 


E value 


1.0e-10 


Match length 


36 


% identity 


100 


NCBI Description 


Homo sapiens PEX1 mRNA, complete cds 


Seq. No. 


405640 


Seq. ID 


LIB3477-006-P1-K1-D9 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


613 


E value 


5.0e-64 


Match length 


117 


% identity 


97 


NCBI Description 


(AF061577) chlorophyll a/b binding prot< 


Seq. No. 


405641 


Seq. ID 


LIB3477-006-P1-K1-E11 


Method 


BLASTX 


NCBI GI 


g4895190 


BLAST score 


448 



52325 



E value 1.0e-44 

Match length 112 

% identity 75 

NCBI Description (AC007661) unknown protein [Arabidopsis thaliana] 

Seq. No. 405642 

Seq. ID LIB3477-006-P1-K1-E2 

Method BLASTX 

NCBI GI g2642661 

BLAST score 185 

E value 3.0e-14 

Match length 74 

% identity 4 9 . 

NCBI Description (AF034545) copalyl pyrophosphate synthase [Stevia 
rebaudiana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405643 

LIB3477-006-P1-K1-E8 

BLASTN 

gl215811 

291 

1.0e-163 

378 

94 

Rice mRNA for probenazole-inducible protein PBZ1, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405644 

LIB3477-006-P1-K1-F1 

BLASTX 

g231586 

212 

2.0e-22 

62 

80 

ATP SYNTHASE BETA CHAIN, MITOCHONDRIAL PRECURSOR 

>gi_82027_pir S20504 H+-transporting ATP synthase (EC 

3.6.1.34) beta chain, mitochondrial - Para rubber tree 
>gi_18831_emb_CAA41401_ (X58498) mitochondrial ATP synthase 
beta-subunit [Hevea brasiliensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405645 

LIB3477-006-P1-K1-F4 

BLASTX 

g2407800 

217 

5.0e-18 

48 

92 

(Y12575) histone H2A.F/Z [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



405646 

LIB3477-006-P1-K1-F8 

BLASTX 

g320618 

470 

3.0e-47 



52326 



Match length 

% identity 

NCBI Description 



106 
84 

chlorophyll a/b-binding protein I precursor - rice 
>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 





Seq. No. 


40oo47 




Seq. ID 


LIB3477-006-P1-K1-F9 




Method 


BLASTX 




NCBI GI 


goUobo / o 




BLAST score 


coo 
DO J 




E value 


2.0e-54 




Match length 


121 




% identity 


89 




NCBI Description 


(AC009894) elongation factor EF-2 [Arabidopsi; 




Seq. No. 


405648 




Seq. ID 


LIB3477-006-P1-K1-G12 




Method 


BLASTX 


y - 


NCBI GI 


g4490316 




BLAST score 


166 




E value 


3. Oe-12 




Match length 


82 




% identity 


48 




NCBI Description 


(AL035678) nucellin-like protein [Arabidopsis 


" 

£ 


Seq. No. 


405649 




Seq. ID 


LIB3477-006-P1-K1-G2 




Method 


BLASTN 




NCBI GI 


g20283 




BLAST score 


o c 

OD 




E value 


2.0e-40 




Match length 


102 




% identity 


98 




NCBI Description 


Rice (0. sativa) gene for proliferating cell ; 






antigen (PCNA) 




Seq. No. 


405650 




Seq. ID 


LIB3477-006-P1-K1-G4 




Method 


BLASTX 




NCBI GI 


g3913018 




BLAST score 


533 




E value 


2.0e-54 




Match length 


112 



% identity 

NCBI Description 



97 

FRUCTOSE-BISPHOSPHATE ALDOLASE, 
(ALDP) >gi_218155_dbj_BAA02730_ 
aldolase [Oryza sativa] 



CHLOROPLAST PRECURSOR 
(D13513) chloroplastic 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



405651 

LIB3477-006-P1-K1-G7 

BLASTX 

g2129946 

347 

7.0e-33 



52327 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



69 
100 

ADP-ribosylation factor homolog GTP-binding protein NTGB1 - 
common tobacco (fragment) >gi_1184987 (U46927) NTGB1 
[Nicotiana tabacum] 

405652 

LIB3477-006-P1-K1-G8 

BLASTX 

g4204294 

152 

6.0e-10 

62 

63 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

405653 

LIB3477-006-P1-K1-G9 

BLASTX 

g4102727 

145 

3.0e-09 

73 

45 

(AF015782) blight-associated protein p!2 precursor [Citrus 
jambhiri] 

405654 

LIB3477-006-P1-K1-H10 

BLASTX 

g629774 

238 

5.0e-20 

77 

60 

beta-ketoacyl-ACP synthase - barley 

>gi_4 98742_emb_CAA84 023_ (Z34269) beta-ketoacyl-ACP 
synthase [Hordeum vulgare] 

405655 

LIB3477-006-P1-K1-H11 

BLASTX 

g6063541 

408 

3.0e-40 

84 

94 

(AP000615) EST AU068209 (C12438 ) corresponds to a region of 
the predicted gene.; similar to Dis3p protein - human. 
(JE0110) [Oryza sativa] 

405656 

LIB3477-006-P1-K1-H7 

BLASTX 

g417154 

466 



5232r 



E value 
Match length 
% identity 
NCBI Description 



6.0e-47 

94 
97 

HEAT SHOCK PROTEIN 82 >gi_100685_pir S25541 heat shock 

protein 82 - rice (strain Taichung Native One) 
>gi_20256_emb_CAA77978_ (Z11920) heat shock protein 82 
(HSP82) [Oryza sativa] 



Seq. No. 


A A C f C H 


Seq* ID 


Llr5o4 / / "UUO rl JM no 


Method 


BLASTX 


NCBI GI 


gl351014 


BLAST score 




E value 


1 ♦ Ue-oo 


Match length 


119 


% identity 


89 


NCBI Description 


4 OS RIBOSOMAL PROTEIN bo >gi yooyuz_( 


ribosomal protein S8 [Oryza sativa] 


Seq. No. 


405658 


Seq. ID 


LIB3477-006-P1-K1-H9 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


41 


E value 


1.0e-13 


Match length 


41 


% identity 


100 


NCBI Description 


Homo sapiens PEX1 mRNA, complete cds 


Seq. No. 


405659 


Seq. ID 


LIB3477-007-P1-K1-A2 


Method 


BLASTX 


NCBI GI 


g2497903 


BLAST score 


300 


E value 


3.0e-27 


Match length 


59 


% identity 


93 


NCBI Description 


METALLOTHIONEIN-LIKE PROTEIN TYPE 2 


>gi_1752831_dbj_BAA14038.1__ (D89931) 




protein [Oryza sativa] >gi_1815628 ( 




metallothionein-like type 2 [Oryza s 


Seq. No. 


405660 


Seq. ID 


LIB3477-007-P1-K1-A3 


Method 


BLASTX 


NCBI GI 


g5852099 


BLAST score 


384 


E value 


3.0e-41 


Match length 


120 


% identity 


77 


NCBI Description 


(AL117264) zwh22.1 [Oryza sativa] 


Seq. No. 


405661 


Seq. ID 


LIB3477-007-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


gl403522 


BLAST score 


570 



metallothionein-like 
U43530) 



52329 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



^t.(Se-58 
152 
66 

(X57187) 



chitinase [Phaseolus vulgaris] 



405662 

LIB3477-007-P1-K1-A6 

BLASTX 

g2623295 

256 

5.0e-22 

72 

68 

(AC002409) hypothetical protein [Arabidopsis thaliana] 
>gi_4895229_gb_AAD32815.1__AC007 660_16 (AC007660) 
hypothetical protein [Arabidopsis thaliana] 



Seq. No. 


405663 


Seq. ID 


LIB3477-007-P1-K1-A7 


Method 


BLASTX 


NCBI GI 


g3914899 


BLAST score 


791 


E value 


1.0e-84 


Match length 


155 


% identity 


95 


NfPRT Op^pTi'otion 

LN \> 1*J ± L-/ *W ±- -Jm- KJ \mr -L- W A X 


4 OS RIBOSOMAL PROTEIN S4 >gi 1 




protein S4 type I [Zea mays] 


Seq. No. 


405664 


Seq. ID 


LIB3477-007-P1-K1-A8 


Method 


BLASTX 


NCBI GI 


g2827709 


BLAST score 


254 


E value 


1.0e-21 


Match length 


145 


% identity 


39 


NCBI Description 


(AL021684) predicted protein 


Seq. No. 


405665 


Seq. ID 


LIB3477-007-P1-K1-A9 


Method 


BLASTX 


NCBI GI 


g5734716 


BLAST score 


155 


E value 


4.0e-10 


Match length 


45 


% identity 


56 


NCBI Description 


(AC008075) Simialr to gb_AF04 




Petunia x hybrida. [Arabidops. 


Seq. No. 


405666 


Seq. ID 


LIB3477-007-P1-K1-B1 


Method 


BLASTX 


NCBI GI 


gl350625 


BLAST score 


165 


E value 


3.0e-ll 


Match length 


56 


% identity 


64 



2331301 (AF013487) ribosomal 



52330 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50S RIBOSOMAL PROTEIN LI, CHLOROPLAST PRECURSOR 
>gi_577089_emb_CAA58020_ (X82776) chloroplast ribosomal 
protein LI [Pisum sativum] 

405667 

LIB3477-007-P1-K1-B10 

BLASTX 

g4512673 

767 

7.0e-82 

165 

87 

(ACO 06931) putative phosphoprotein phosphatase [Arabidopsis 
thaliana] 

405668 

LIB3477-007-P1-K1-B11 

BLASTX 

g3757522 

525 

2.0e-53 

131 

79 

(AC005167) putative splicing factor [Arabidopsis thaliana] 
405669 

LIB3477-007-P1-K1-B4 

BLASTX 

g2760844 

382 

9.0e-37 

132 

55 

(AC003105) hypothetical protein [Arabidopsis thaliana] 
405670 

LIB3477-007-P1-K1-B6 

BLASTX 

g6063542 

575 

2.0e-59 

134 

86 

(AP000615) EST C74302 (E30840) corresponds to a region of 
the predicted gene.; similar to glyceraldehyde-3-phosphate 
dehydrogenase. (M64118) [Oryza sativa] 

405671 

LIB3477-007-P1-K1-B7 

BLASTX 

g3273243 

372 

1.0e-35 

73 

100 

(AB004 660) NLS receptor [Oryza sativa] 

>gi_3273245_dbj_BAA31166_ (AB004814) NLS receptor [Oryza 



52331 



sativa] 





Seq. No. 


4 UO O / Z 




Seq. ID 


LIB3477-007-P1-K1-B9 




Method 


BLASTX 




NCBI GI 


A a en 1 O A 
g44 O / 1Z4 




BLAST, score 


316 




E value 


6. Oe-29 




Match length 


lb / 




% identity 


o o 

3o 




NCBI Description 


(AL03553o) hypothetical protein 




Seq. No. 


4U00 13 




Seq. ID 


LIBJ4 / /-UU / — F±— Kl-Lll 




Method 






NCBI GI 


g458754y 




BLAST score 


590 




E value 


4.0e-61 




Match length 


1 /z 




% identity 


67 




NCBI Description 


(ACOO00//J Similar to go Uooool 






nucleolysin (TIAR) froiti Mus musi 






PF 00076 RNA recognition motif * 






gb T44127 come from this gene. 




Seq. No. 


A r\ C £H A 

4Uoo /4 


yl 


Seq, ID 


LIB3477-007-P1-K1-C1Z 






DT.7A Crpy 
JDi-LTlO J. /i. 




NCBI GI 


g4220528 


L& 


BLAST score 


645 




E value 


1.0e-67 




Match length 


141 




% identity 


86 




NCBI Description 


(AL035356) glucose-6-phosphate 


5,;™.- s 




thai i ana] 



domains. ESTs gb_T21032 and 
[Arabidopsis t 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405675 

LIB3477-007-P1-K1-C2 

BLASTN 

g2407280 

34 

3.0e-10 

42 

95 

Oryza sativa ribulose 1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 

405676 

LIB3477-007-P1-K1-C4 

BLASTX 

g2618686 

285 

2.0e-25 

151 

38 

(AC002510) hypothetical protein [Arabidopsis thaliana] 



52332 



€1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405677 

LIB3477-007-P1-K1-C5 

BLASTX 

gl658313 

790 

1.0e-84 

144 

51 

(Y08987) osr40g2 [Oryza sativa] 
405678 

LIB3477-007-P1-K1-C6 

BLASTX 

g3928084 

385 

7.0e-38 

150 

61 

(AC005770) retrotransposon-like protein [Arabidopsis 
thaliana] 

405679 

LIB3477-007-P1-K1-C7 

BLASTX 

g2342494 

226 

1.0e-18 

62 
63 

(D14058) bromelain [Ananas comosus] 

>gi_2463582_dbj_BAA22543_ (D38531) FB31 precursor (FB13 
precursor) [Ananas comosus] 

405680 

LIB3477-007-P1-K1-C8 

BLASTN 

gl215811 

122 

8.0e-62 

398 

83 

Rice mRNA for probenazole-inducible protein PBZ1, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405681 

LIB3477-007-P1-K1-C9 

BLASTX 

gl351904 

723 

3.0e-86 

177 

93 

BI FUNCTIONAL AS PARTOKINASE/ HOMO SERINE DEHYDROGENASE 1, 
CHLOROPLAST PRECURSOR (AK-HD 1) (AK-HSDH 1) [INCLUDES: 
AS PARTOKINASE ; HOMOSERINE DEHYDROGENASE ] >gi_500851 
(L33912) aspartate kinase-homoserine dehydrogenase [Zea 
mays] 



52333 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405682 

LIB3477-007-P1-K1-D1 

BLASTX 

g3850587 

614 

6.0e-64 

156 

78 

(AC005278) Strong similarity to gi_2244780 hypothetical 
protein from Arabidopsis thaliana chromosome 4 contig 
gb_Z97335. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405683 

LIB3477-007-P1-K1-D11 

BLASTX 

g3885888 

201 

1.0e-15 

84 
56 

(AF093632) high mobility group protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405684 

LIB3477-007-P1-K1-D12 

BLASTX 

g4581150 

179 

1.0e-15 

69 

74 

(AC006919) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405685 

LIB3477-007-P1-K1-D2 

BLASTX 

g5080816 

602 

2.0e-62 

156 

69 

(AC007258) Putative ATPase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405686 

LIB3477-007-P1-K1-D3 

BLASTX 

g548605 

535 

1.0e-54 

133 

83 

PHOTOS YSTEM I REACTION CENTRE 
(LIGHT-HARVESTING COMPLEX I 7 



SUBUNIT X PRECURSOR 
KD PROTEIN) (PSI-K) 



>gi_539055_pir A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 



52334 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405687 

LIB3477-007-P1-K1-D5 

BLASTX 

g54$063 

689 

1.0e-72 

144 

92 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

>gi_10724 64_pir A38958 IgE-dependent histamine-releasing 

factor homolog - rice >gi_303835_dbj__BAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405688 

LIB3477-007-P1-K1-D6 

BLASTX 

g2130069 

626 

2.0e-65 

139 

89 

catalase (EC 1.11.1.6) 



catA 



rice 



>gi_1261858_dbj__BAA06232_ (D29966) catalase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405689 

LIB3477-007-P1-K1-D7 

BLASTX 

g2262170 

355 

2.0e-33 

130 

58 

(AC002329) predicted glycosyl hydrolase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405690 

LIB3477-007-P1-K1-D8 

BLASTX 

gll84776 

570 

8.0e-59 

130 

84 

(U45857) cytosolic glyceroldehyde-3-phosphate dehydrogenase 
GAPC4 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405691 

LIB3477-007-P1-K1-E1 

BLASTX 

g2641211 

290 

3.0e-26 

70 

80 

(AF031547) histone-like protein [Fritillaria agrestis] 



Seq. No. 



405692 



52335 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3477-007-P1-K1-E10 

BLASTX 

g3273243 

693 

3.0e-73 

135 

100 

(AB004660) NLS receptor [Oryza sativa] 

>gi_3273245_dbj_BAA31166_ (AB004814) NLS receptor [Oryza 
sativa] 



Seq. No. 


405693 


Seq, ID 


LIB3477-007-P1-K1-E11 


Method 


BLASTX 


NCBI GI 


gll71577 


BLAST score 


367 


E value 


5.0e-35 


Match length 


124 


% identity 


57 


NCBI Description 


(X95343) hypersensitivity-related gene 


Seq. No. 


405694 


Seq. ID 


LIB3477-007-P1-K1-E2 


Method 


BLASTX 


NCBI GI 


g3242709 


BLAST score 


466 


E value 


1.0e-46 


Match length 


163 


% identity 


62 


NCBI Description 


(AC003040) putative guanine nucleotide- 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405695 

LIB3477-007-P1-K1-E3 

BLASTN 

gl661161 

129 

4.0e-66 

153 

97 

Oryza sativa water stress inducible protein (KCDL917) mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405696 

LIB3477-007-P1-K1-E5 

BLASTX 

g4678321 

361 

3.0e-34 

149 

50 

(AL049658) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



405697 

LIB3477-007-P1-K1-E6 

BLASTX 

gl076746 



52336 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



640 

6.0e-67 

147 

86 

heat shock protein 70 - rice (fragment) 
>gi_763160_emb_CAA47948_ (X67711) heat shock protein 70 
[Oryza sativa] 

405698 

LIB3477-007-P1-K1-E7 

BLASTX 

gl402890 

552 

1.0e-56 

180 
57 

(X98130) unknown [Arabidopsis thaliana] 
405699 

LIB3477-007-P1-K1-E8 

BLASTX 

g5734642 

750 

7.0e-80 

155 

95 

(AP000391) ESTs C22657 (S0014 ) , C22656 (S0014 ) correspond to a 
region of the predicted gene.; Similar to receptor protein 
kinase, ERECTA (AC004484) [Oryza sativa] 
>gi_6006357_dbjJBAA84787.1_ (AP000559) ESTs 
C22657 (S0014) , C22656 (S0014) correspond to a region of the 
predicted gene.; Similar to receptor protein kinase, ERECTA 
(AC004484) [Oryza sativa] 

405700 

LIB3477-007-P1-K1-F1 

BLASTX 

g541824 

451 

7.0e-45 
123 
72 

protein kinase 
protein kinase 



- spinach >gi_457709_emb_CAA82991_ 
[Spinacia oleracea] 



(Z30330; 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405701 

LIB3477-007-P1-K1-F11 

BLASTX 

g4006854 

314 

1.0e-28 

113 
58 

(Z99707) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



405702 

LIB3477-007-P1-K1-F12 



52337 



# 

BLASTX 
g3805765 
242 

2.0e-20 

85 
55 

(AC005693) putative protein kinase [Arabidopsis thaliana] 

Seq. No. 405703 

Seq. ID LIB3477-007-P1-K1-F3 

Method BLASTX 

NCBI GI g3915826 

BLAST score 4 61 

E value 3.0e-49 

Match length 123 

% identity 86 

NCBI Description 60S RIBOSOMAL PROTEIN L5 




Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405704 

LIB3477-007-P1-K1-F4 

BLASTX 

g4753658 

160 

1.0e-10 

52 

(AL049751) putative protein [Arabidopsis thalxana] 
405705 

LIB3477-007-P1-K1-F5 

BLASTX 

g2809387 

562 

7.0e-58 

147 

71 

(AF024635) NADPH cytochrome P450 reductase [Petroselxnum 
crispum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405706 

LIB3477-007-P1-K1-F7 

BLASTX 

g2109293 

180 

1.0e-25 

94 

72 

(U97568) serine/threonine protein kinase [Arabidopsxs 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



405707 

LIB3477-007-P1-K1-F9 

BLASTX 

g602292 

416 

1.0e-40 
154 
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% identity 53 

NCBI Description (U17987) RCH2 protein [Brassica napus] 

Seq. No. 405708 

Seq. ID LIB3477-007-P1-K1-G1 

Method BLASTN 

NCBI GI gl215811 

BLAST score 198 

E value 1.0e-107 

Match length 198 

% identity 100 

NCBI Description Rice mRNA for probenazole-inducible protein PBZ1, complete 
cds 

Seq. No. 405709 

Seq. ID LIB3477-007-P1-K1-G10 

Method BLASTX 

NCBI GI g5478530 

BLAST score 722 

E value 2.0e-7 6 ^ 

Match length ' 183 

% identity 20 

NCBI Description (AF130441) UVB-resistance protein UVR8 [Arabidopsxs 
thaliana] 

Seq. No. 405710 

Seq. ID LIB3477-007-P1-K1-G12 

Method BLASTX 

NCBI GI g710308 

BLAST score 769 

E value 4.0e-82 

Match length 164 

% identity 89 

NCBI Description (U11693) victorin binding protein [Avena sativa] 

Seq. No. 405711 

Seq. ID LIB3477-007-P1-K1-G2 

Method BLASTX 

NCBI GI g4325371 

BLAST score 263 

E value 6.0e-23 

Match length 75 

% identity 64 

NCBI Description (AF128396) contains similarity to Medicago truncatula N7 
protein (GB:Y17613) [Arabidopsis thaliana] 

Seq. No. 405712 

Seq. ID LIB3477-007-P1-K1-G3 

Method BLASTX 

NCBI GI g!076809 

BLAST score 350 

E value 5.0e-33 

Match length 96 

% identity 68 

NCBI Description H+-transporting ATPase (EC 3.6.1.35) - maize 

>gi_758355_emb_CAA59800_ (X85805) H (+) -transporting ATPase 
[Zea mays] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405713 

LIB3477-007-P1-K1-G4 

BLASTX 

g629561 

150 

2.0e-09 

64 
44 

SRG1 protein - Arabidopsis thaliana 
>gi_479047_emb_CAA55654_ (X79052) SRG1 [Arabidopsis 
thaliana] >gi_5734767_gb_AAD50032 . 1_AC007651_27 (AC007651) 
SRG1 Protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405714 

LIB3477-007-P1-K1-G5 

BLASTX 

g2493131 

805 

2.0e-86 

159 

98 

VACUOLAR ATP SYNTHASE SUBUNIT B ISOFORM 1 (V-ATPASE B 
SUBUNIT) >gi_167108 (L11862) vacuolar ATPase B subunit 
[Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405715 

LIB3477-007-P1-K1-G6 

BLASTX 

g2499611 

282 

5.0e-25 

62 

81 

MITOGEN-ACTIVATED PROTEIN KINASE HOMOLOG 7 (MAP KINASE 7) 

(ATMPK7) >gi_629548_pir S40473 mitogen-activated protein 

kinase 7 (EC 2.7.1,-) - Arabidopsis thaliana 
>gi_457406_dbj_BAA04870_ (D21843) MAP kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



405716 

LIB3477-007-P1-K1-G7 

BLASTX 

gl!36122 

690 

7.0e-73 

131 

96 

(X91807) alfa-tubulin [Oryza sativa] 
405717 

LIB3477-007-P1-K1-H1 

BLASTX 

g3738208 

249 

4.0e-24 

110 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



63 

(AL031853) strong similarity to human Rev interacting 
protein Rip-1 [Schizosaccharomyces pombe] 
>gi_5578744_dbj_BAA82594.1_ (AB030208) Mis3 
[Schizosaccharomyces pombe] 

405718 

LIB3477-007-P1-K1-H10 

BLASTX 

g4325282 

469 

7.0e-47 

122 

70 

(AF123310) NAC domain protein NAM [Arabidopsis thaliana] 
>gi_4325286_gb_AAD17314_ (AF123311) NAC domain protein NAM 
[Arabidopsis thaliana] 

405719 

LIB3477-007-P1-K1-H2 

BLASTX 

g6013206 

475 

1.0e-47 

128 

71 

(AF177990) gamma-soluble NSF attachment protein; gamma-SNAP 
[Arabidopsis thaliana] 



Seq. No. 


405720 


Seq. ID 


LIB3477-007-P1-K1-H3 


Method 


BLASTX 


NCBI GI 


g585670 


BLAST score 


443 


E value 


7.0e-44 


Match length 


150 


% identity 


58 


NCBI Description 


^PHOSPHOGLUCOMUTASE (< 


Seq. No. 


405721 


Seq. ID 


LIB3477-007-P1-K1-H5 


Method 


BLASTN 


NCBI GI 


g4680189 


BLAST score 


41 


E value 


1.0e-13 


Match length 


76 


% identity 


89 


NCBI Description 


Oryza sativa subsp. 



(PGM) 



putative myb-related protein, putative farnesyl 
pyrophosphate synthase, and hypothetical protein genes, 
complete cds 

Seq. No. 405722 

Seq. ID LIB3477-007-P1-K1-H6 

Method BLASTX 

NCBI GI g3913427 

BLAST score 548 
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3.0e-56 

136 
81 

S-ADENOSYLMETHIONINE DECARBOXYLASE PROENZYME (ADOMETDC) 
(SAMDC) >gi_1532073_emb_CAA69075_ (Y07767) 
S-adenosylmethioiiine decarboxylase [Zea mays] 



Seq. No. 405723 

Seq. ID LIB3477-007-P1-K1-H7 

Method BLASTX 

NCBI GI g3370780 

BLAST score 662 

E value 1.0e-69 

Match length 152 

% identity 84 

NCBI Description (AB0164 97) chitinase [Oryza sativa] 

Seq. No. 405724 

Seq. ID LIB3477-007-P1-K1-H8 

Method BLASTX 

. NCBI GI, gll8170 

BLAST score 429 

E value 4.0e-42 

Match length 102 

% identity 85 



NCBI Description CYSTEINE PROTEINASE INHIBITOR- I (ORYZACYSTATIN-I) 

>gi_82491_pir A28464 oryzacystatin - rice >gi_169784 

(J03469) oryzacystatin [Oryza sativa] >gi_169807 (M29259) 
oryzastatin [Oryza sativa] >gi_259137_bbs_120195 (S49967) 
oryzacystatin=cysteine protease inhibitor [Oryza=rice, 
Peptide, 102 aa] [Oryza] >gi_1280613 (U54702) oryzacystatin 
[Oryza sativa] 

405725 

LIB3477-007-P1-K1-H9 
BLASTX 
g2498312 
213 

6.0e-17 
114 
42 

PROBABLE DI HYDROPYRIMI DINE DEHYDROGENASE [NADP+] (DPD) 
(DIHYDROURACIL DEHYDROGENASE) ( DIHYDROTHYMINE 
DEHYDROGENASE) >gi_1049458 (U39742) coded for by C. elegans 
cDNA yk28e9.3; coded for by C. elegans cDNA yk28e9.5; coded 
for by C. elegans cDNA yk28h9.3; coded for by C. elegans 
cDNA yk28h9.5; coded for by C. elegans cDNA yk40e4.5; coded 
for by C. elegans cDNA yk5h3.5; 

405726 

LIB3477-008-P1-K1-B10 
BLAST N 
g2407280 
35 

7.0e-ll 

42 
98 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
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NCBI Description Oryza sativa ribulose 1, 5-bisphosphate carboxylase small 







subunit mRNA, complete cds 




Seq. No. 


405727 




Seq. ID 


LIB3477-008-P1-K1-C10 






OJ-LTliJ J. i-V 




NCBI GI 


g6015437 




BLAST score 


38 




E value 


3.0e~12 




Match length 


38 




% identity 


100 




NCBI Description 


Homo sapiens PEX1 mRNA, complete < 




Seq. No. 


405728 




Seq. ID 


LIB3477-008-P1-K1-C11 




Method 


BLASTX 




NCBI GI 


gll68537 


Q 


BLAST score 


321 




F 1 T7"A 1 lift 

J-j V G.J- LIC 






Match length 


105 


m 


% identity 


56 




NCBI Description 


ASPARTIC PROTEINASE PRECURSOR >gi 






aspartic proteinase (EC 3.4.23.-) 






>gi_218143_dbj_BAA02242_ (D12777) 






[Oryza sativa] 


lr * 


Seq. No. 


405729 


3 


Seq. ID 


LIB3477-008-P1-K1-C4 




Method 


BLASTX 




NCBI GI 


g544399 




BLAST score 


357 




E value 


3.0e-34 




Match length 


78 




% identity 


87 



- rice 

aspartic proteinase 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



GLUTELIN TYPE-B 1 PRECURSOR >gi_82472__pir S04073 glutelin 

precursor (clone pREEKl) - rice >gi_100677_pir S17762 

glutelin gluB-1 precursor - rice >gi_20210_emb_CAA38212_ 
(X54314) glutelin [Oryza sativa] >gi_20223_emb_CAA32706_ 
(X14568) preglutelin [Oryza sativa] 

405730 

LIB3477-008-P1-K1-D11 

BLASTX 

g2894599 

181 

1.0e-13 

51 

67 

(AL021889) putative protein [Arabidopsis thaliana] 
405731 

LIB3477-008-P1-K1-D4 

BLASTN 

gl69820 

120 

4.0e-61 
166 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



93 

Oryza sativa triosephosphate isomerase 
complete cds 



(Rictpi) mRNA, 



405732 

LIB3477-008-P1-K1-E3 

BLASTX 

g2497538 

213 

1.0e-17 

47 

87 

PYRUVATE KINASE, CYTOSOLIC ISOZYME >gi_4 66350 
pyruvate kinase [Glycine max] 



(L08632) 



405733 

LIB3477-008-P1-K1-F1 

BLASTX 

gl346109 

349 

5.0e-33 

93 

80 

GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN (GPB-LR) (RWD) >gi_540535_dbj_BAA074 04 (D38231) 





RWD [Oryza sativa] 


Seq. No. 


405734 


Seq. ID 


LIB3477-008-P1-K1-F10 


Method 


BLASTX 


NCBI GI 


g2827080 


BLAST score 


371 


E value 


1.0e-35 


Match length 


104 


% identity 


74 


NCBI Description 


(AF020271) malate dehydrogenase precursor 


Seq. No. 


405735 


Seq. ID 


LIB3477-008-P1-K1-F11 


Method 


BLASTX 


NCBI GI 


g4678349 


BLAST score 


558 


E value 


2.0e-57 


Match length 


131 


% identity 


40 


NCBI Description 


(AL049659) putative protein [Arabidopsis ' 


Seq. No. 


405736 


Seq. ID 


LIB3477-008-P1-K1-F5 


Method 


BLASTX 


NCBI GI 


g2055374 


BLAST score 


432 


E value 


4.0e-50 


Match length 


121 


% identity 


85 


NCBI Description 


(U29095) serine-threonine protein kinase 




aestivum] 



[Triticum 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405737 

LIB3477-008-P1-K1-F7 

BLASTX 

g4582436 

423 

7.0e-42 

99 

79 

(AC007196) unknown protein [Arabidopsis thaliana] 
405738 

LIB3477-008-P1-K1-F9 

BLASTX 

g3023816 

468 

4.0e-47 

90 

99 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 
>gi_968996 (U31676) glyceraldehyde-3-phosphate 
dehydrogenase [Oryza sativa] 



Seq. No. 


405739 


Seq. ID 


LIB3477-008-P1-K1-G10 


Method 


BLASTN 


NCBI GI 


g310316 


BLAST score 


104 


E value 


1.0e-51 


Match length 


145 


% identity 


95 


NCBI Description 


Rice beta-tubulin (RTUB- 


Seq. No. , 


405740 


Seq. ID K 


LIB3477-008-P1-K1-G11 


Method 


BLASTX 


NCBI GI 


gl29916 


BLAST score 


447 


E value 


2.0e-44 


Match length 


103 


% identity 


86 


NCBI Description 


PHOSPHOGLYCERATE KINASE 




phosphoglycerate kinase 




>gi 21835 emb CAA33302 




(AA 1 - 401) [Triticum ■ 


Seq. No. 


405741 


Seq. ID 


LIB3477-008-P1-K1-G12 


Method 


BLASTX 


NCBI GI 


g3913427 


BLAST score 


468 


E value 


6.0e-47 


Match length 


133 


% identity 


68 



cytosolic 



JTVWTGY 
wheat 



NCBI Description 



S-ADENOSYLMETHIONINE DECARBOXYLASE PROENZYME (ADOMETDC) 
(SAMDC) >gi_1532073_emb_CAA69075_ (Y07767) 
S-adenosylmethionine decarboxylase [Zea mays] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405742 

LIB3477-008-P1-K1-G3 

BLASTN 

g2780342 

121 

1.0e-61 

128 
99 

Oryza sativa gene for PBZ1, complete cds 

>gi_3251321_dbj_E12488_E12488 Nucleotide sequence of Oryza 
sativa PBZ1 gene 

405743 

LIB3477-008-P1-K1-G4 

BLASTX 

gl708421 

372 

9.0e-42 
129 

70~* 

ISOFLAVONE REDUCTASE HOMOLOG IRL >gi_1205986 (U33318) 
sulfur starvation induced isoflavone reductase-like IRL 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



405744 

LIB3477-008-P1-K1-H2 

BLASTX 

g5103848 

148 

1.0e-09 

51 

57 

(AC007591) F9L1.16 [Arabidopsis thaliana] 
405745 

LIB3477-008-P1-K1-H3 

BLASTN 

g218160 

152 

3.0e-80 

156 

99 

Oryza sativa mRNA for elongation factor 1 beta 1 
405746 

LIB3477-008-P1-K1-H9 

BLASTN 

gll957 

211 

1.0e-115 

233 
49 

Rice complete chloroplast genome 
405747 

LIB3477-009-P1-K1-A10 
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BLASTX 
g5091607 
253 

9.0e-22 
50 
94 

(AC007858) Contains similarity to gb_CAB16841 trichohyalin 
like protein from Arabidopsis thaliana. [Oryza sativa] 

Seq. No. 405748 

Seq. ID LIB3477-009-P1-K1-A12 

Method BLASTX 

NCBI GI g4262182 

BLAST score 342 

E value 2.0e-47 

Match length 141 

% identity 65 

NCBI Description (AC005508) 44123 [Arabidopsis thaliana] 

Seq. No. 405749 

Seq. ID LIB3477-009-P1-K1-A2 

Method BLASTX 

NCBI GI gl917019 

BLAST score 634 

E value 3.0e-66 

Match length 143 

% identity 86 

NCBI Description (U92045) ribosomal protein S6 RPS6-1 [Zea mays] 

Seq. No. 405750 

Seq. ID LIB3477-009-P1-K1-A5 

Method BLASTX 

NCBI GI g3860255 

BLAST score 202 

E value 9.0e-16 

Match length 103 

% identity 43 

NCBI Description (AC005824) hypothetical protein [Arabidopsis thalxana] 

Seq. No. 405751 

Seq. ID LIB3477-009-P1-K1-A6 

Method BLASTX 

NCBI GI g4006886 

BLAST score 515 

E value 2.0e-52 

Match length 131 

% identity 73 

NCBI Description (Z99708) putative protein [Arabidopsis thalrana] 

Seq. No. 405752 

Seq. ID LIB3477-009-P1-K1-A9 

Method BLASTX 

NCBI GI g2494041 

BLAST score 380 

E value 1.0e-36 

Match length 106 

% identity 66 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



DIAMINOP IMELATE EPIMERASE (DAP EPIMERASE) - 
>gi_1653875__dbj_BAA18785_ (D90917) diaminopimelate 
epimerase [Synechocystis sp.] 

405753 

LIB3477-009-P1-K1-B11 

BLASTX 

g2688824 

155 

3.0e-10 

86 

44 

(U93273) putative auxin-repressed protein [Prunus 
armeniaca] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



405754 

LIB3477-009-P1-K1-B5 

BLASTX 

g3319776 

149 

4.0e-10 

36 

83 

(AJ007665) seryl-tRNA synthetase [Zea mays] 
405755 

LIB3477-009-P1-K1-B6 

BLASTX 

g3370780 

623 

5.0e-65 

148 

82 

(AB016497) chitinase [Oryza sativa] 
405756 

LIB3477-009-P1-K1-B7 

BLASTX 

g4522007 

343 

3.0e-32 

93 

72 

(AC007069) unknown protein [Arabidopsis thaliana] 
405757 

LIB3477-009-P1-K1-B9 

BLASTX 

g3297891 

351 

3.0e-33 

119 

58 

(AJ002990) nucleotide repair protein [Lilium longif lorum] 
405758 

LIB3477-009-P1-K1-C10 
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Method 


BLASTX 


NCBI GI 


g3617837 


BLAST score 


n rs ft 


E value 


5.0e-75 


Match length 


167 


% identity 


48 


NCBI Description 


(AF035820) gibberellin action negative regulator SPY 




[Hordeum vulgare] 


Seq. No. 


405759 


Seq.' ID 


LIB3477-009-P1-K1-C12 


Method 


BLASTX 


NCBI GI 


g45i93io 


BLAST score 


383 


E value 


5.0e-37 


Match length 


122 


% identity 


60 


NCBI Description 


(AL035539) putative protein [Arabidopsis thaliana] 


Seq. No. 


405760 


Seq. ID 


LIB3477-009-P1-K1-C2 


Method 


BLASTX 


NCBI GI 


g3851003 


BLAST score 


190 


E value 


2.0e-14 


Match length 


53 


% identity 


75 


NCBI Description 


(AF069910) pyruvate dehydrogenase El beta subunit isoform 




[Zea mays] 


Seq. No. 


405761 


Seq. ID 


LIB3477-009-P1-K1-C4 


Method 


BLASTX 


NCBI GI 


g2289001 


BLAST score 


223 


E value 


4.0e-18 


Match length 


142 


% identity 


44 


NCBI Description 


(AC002335) small nuclear ribonucleoprotein isolog 




[Arabidopsis thaliana] 


Seq. No. 


405762 


Seq. ID 


LIB3477-009-P1-K1-C5 


Method 


BLASTX 


NCBI GI 


g3617837 


BLAST score 


359 


E value 


3.0e-34 


Match length 


95 


% identity 


74 


NCBI Description 


(AF035820) gibberellin action negative regulator SPY 




[Hordeum vulgare] 


Seq. No. 


405763 


Seq. ID 


LIB3477-009-P1-K1-C6 


Method 


BLASTX 


NCBI GI 


g4210449 


BLAST score 


516 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-52 

175 

58 

(AB016471) ARR1 protein [Arabidopsis thaliana] 
405764 

LIB3477-009-P1-K1-C7 

BLASTN 

g!215811 

340 

0.0e+00 

344 

100 

Rice mRNA for probenazole-inducible protein PBZ1, complete 
cds 





Seq. No. 


405765 




Seq. ID 


LIB3477-009-P1-K1-C9 




Method 


BLASTX 




NCBI GI 


gl542941 




BLAST score 


200 


z„ 


E value 


8.0e-16 




Match length 


66 


«£; 


% identity 


68 


o 


NCBI Description 


(X78116) Acetoacetyl-coenzyme A thiolase 




beq. jno . 


*± U *J f vv 




Seq. ID 


LIB3477-009-P1-K1-D10 


3: 


Method 


BLASTX 




NCBI GI 


g4914452 


si'" 5 ~ 


BLAST score 


405 




E value 


1.0e-39 




Match length 


135 




% identity 


61 




NCBI Description 


(AL050398) putative protein [Arabidopsis 




Seq. No. 


405767 




Seq. ID 


LIB3477-009-P1-K1-D11 




Method 


BLASTX 




NCBI GI 


g548603 




BLAST score 


189 




E value 


5.0e-36 




Match length 


135 




% identity 


70 




NCBI Description 


PHOTOSYSTEM I REACTION CENTRE SUBUNIT II 




(PHOTOSYSTEM I 20 KD SUBUNIT) (PSI-D) 






>gi 478404 pir JQ2247 photosystem I cha: 






barley >gi_167085 (M98254) PSI-D subunit 




Seq. No. 


405768 




Seq. ID 


LIB3477-009-P1-K1-D2 




Method 


BLASTX 




NCBI GI 


g3297821 




BLAST score 


192 




E value 


1.0e-14 




Match length 


114 




% identity 


39 



PRECURSOR 

_n D precursor - 
[Hordeum vulgare] 



52350 



NUrsi uescripLion 


/aTn^in^9^ -i kp nrof pin r Arabi doosis thalianal 


Seq. No. 




beq. iu 


T TP*3/L77 — flflQ — Pi — —HA 
lil.D.34 / / UU-7 irl J\l U*± 


Method 


BLAblA 


NCBI GI 


g4581150 


BLAST score 


454 


E value 


4 • Ue 40 


Match length 


14 O 


% identity 


OZ 


jMUni uescripT.ion 


/arfiO£QlQ^ hvnni-h<=>l-i ral nrotpin FArabidoosis thaliana 1 


Seq. No. 


4 U0 / / U 


beq. id 


JjlDOft / / S. J- I\l UJ 


Method 


JilifiO 1 IN 


NCBI GI 


g6015437 


BLAST score 


37 


E value 


4 . ue— 1 1 


Match length 




% identity 


1UU 


NCBI Description 


rioiuO sapiens jtiIjAi iui\iN.tt./ conipie cc ouo 


Seq. No. 


4 UD / / 1 


Seq. ID 


Jj1oo4 / ; UUy r i M Uo 


Method 


DT 11 C""PV 


NCBI GI 


goooooll 


BLAST score 


386 


E value 


4.0e-37 


Match length 


144 


% identity 


DO 


NCBI Description 


(ACUU/Diy) uontams o trt uuu/o kina recognition motii 




doinains . ho J. go izi)4Z4 conies irom tnis gene. LHrdDiao^ 




rnanana j 


Seq. No. 


4UD / I £ 


oeq. XL) 


T TR^477-finQ— PI -Kl —HQ 


Method 


BLASTN 


NCBI GI 


gl215811 


BLAST score 


358 


E value 


0.0e+00 


Match length 


362 



% identity 

NCBI Description 



100 

Rice mRNA for probenazole-inducible protein PBZ1, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405773 

LIB3477-009-P1-K1-E1 

BLASTX 

g3482979 

156 

3.0e-10 

38 
74 

(AL031369) putative protein [Arabidopsis thaliana] 
>gi_4567258_gb_AAD23672.1__AC007070_21 (AC007070) 
hypothetical protein [Arabidopsis thaliana] 



52351 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405774 

LIB3477-009-P1-K1-E10 

BLASTN 

g2739216 

77 

4.0e-35 

85 

98 

Hordeum vulgare L41 ribosomal protein 
405775 

LIB3477-009-P1-K1-E11 

BLASTX 

g4538965 

265 

2.0e-23 

151 

38 

(AL049488) hypothetical protein [Arabidopsis thaliana] 
405776 

LIB3477-009-P1-K1-E12 

BLASTX 

g4544462 

224 

3.0e-18 

62 
63 

(AC006580) putative NAM protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405777 

LIB3477-009-P1-K1-E2 

BLASTX 

g5478530 

611 

1.0e-63 
134 
21 

(AF130441) 
thaliana] 



UVB-resistance protein UVR8 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405778 

LIB3477-009-P1-K1-E3 

BLASTX 

g5733866 

250 

3.0e-21 

69 

70 

(AC007932) Contains similarity to gb_M73488 
1-aminocyclopropane-l-carboxylate deaminase from 
Pseudomonas sp. ESTs gb_Z18033 and gb_Z34214 come from 
this gene. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



405779 

LIB3477-009-P1-K1-E8 
BLASTX 



52352 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3293031 
394 

2.0e-38 

101 

71 

(AJ007574) amino acid carrier [Ricinus communis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405780 

LIB3477-009-P1-K1-F2 

BLASTX 

g2058456 

225 

1.0e-18 

46 

98 

(U66408) GTP-binding protein [Arabidopsis thaliana] 
>gi_2345150_gb_AAB67830__ (AF014822) development ally 
regulated GTP binding protein [Arabidopsis thaliana] 



Seq. No. 


405781 


Seq. ID 


LIB3477-009-P1-K1-F3 


Method 


BLASTX 


NCBI GI 


g4097948 


BLAST score 


329 


E value 


1.0e-30 


Match length 


92 


% identity 


77 


NCBI Description 


(U72255) beta-1, 3-glucanase precursor 


Seq. No. 


405782 


Seq. ID 


LIB3477-009-P1-K1-F4 


Method 


BLASTX 


NCBI GI 


g292062l 


BLAST score 


166 


E value 


l.Oe-ll 


Match length 


112 


% identity 


37 


NCBI Description 


(AF044192) lysosomal alpha-mannosidase 


Seq. No. 


405783 


Seq. ID 


LIB3477-009-P1-K1-F5 


Method 


BLASTX 


NCBI GI 


g2586083 


BLAST score 


226 


E value 


2.0e-l8 


Match length 


I3l 


% identity 


36 


NCBI Description 


(U72725) receptor kinase-like protein 




longistaminata] 


Seq. No. 


405784 


Seq. ID 


LIB3477-009-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


g5302799 


BLAST score 


195 


E value 


7.0e-l5 


Match length 


79 



52353 



% identity 

NCBI Description 



48 

(Z97341) gibberellin oxidase-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405785 

LIB3477-009-P1-K1-G10 

BLASTX 

g3913653 

395 

2.0e-38 

78 
97 

FERREDOXIN — NADP REDUCTASE, EMBRYO ISOZYME PRECURSOR 
>gi_1778686_dbj_BAA13417_ (D87547) precursor 
ferredoxin-NADP+ oxidoreductase [Oryza sativa] 



(FNR) 



Seq. No. 


405786 


Seq. ID 


LIB3477-009-P1-K1-G2 


Method 


BLASTN 


NCBI GI 


gl69818 


BLAST score 


82 


E value 


4.0e-38 


Match length 


82 


% identity 


100 


NCBI Description 


Rice 25S ribosomal RNA gene 


Seq. No. 


405787 


Seq. ID 


LIB3477-009-P1-K1-G4 


Method 


BLASTX 


NCBI GI 


g3913653 


BLAST score 


385 


E value 


4.0e-37 


Match length 


91 


% identity 


84 


NCBI Description 


FERREDOXIN — NADP REDUCTASE, 



>gi_1778686_dbj_BAA13417_ (D87547) precursor 
ferredoxin-NADP+ oxidoreductase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405788 

LIB3477-009-P1-K1-G7 

BLASTX 

gl477684 

572 

5.0e-59 

111 

99 

(U55768) SNFl-related protein kinase [Oryza sativa] 
405789 

LIB3477-009-P1-K1-G8 

BLASTX 

g3953471 

225 

2.0e-18 

81 

62 

(AC002328) F2202.16 [Arabidopsis thaliana] 



52354 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405790 

LIB3477-009-P1-K1-G9 

BLASTX 

g2072555 

232 

3.0e-19 

44 

98 

(AF001396) ,metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

405791 

LIB3477-009-P1-K1-H10 

BLASTX 

g2583129 

552 

6.0e-57 

109 

91 

(AC002387) putative methionine aminopeptidase [Arabidopsis 
thaliana] 

405792 

LIB3477-009-P1-K1-H2 

BLASTX 

g549063 

632 

4.0e-66 

135 

91 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

>gi_1072464_pir A38958 IgE-dependent histamine-releasing 

factor homolog - rice >gi_303835_dbj_BAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 



Seq. No. 


405793 


Seq. ID 


LIB3477-009-P1-K1-H3 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


37 


E value 


3.0e-ll 


Match length 


37 


% identity 


100 


NCBI Description 


Homo sapiens PEX1 mRNA, complete cds 


Seq. No. 


405794 


Seq. ID 


LIB3477-009-P1-K1-H5 


Method 


BLASTX 


NCBI GI 


g2267006 


BLAST score 


658 


E value 


3.0e-69 


Match length 


136 


% identity 


96 


NCBI Description 


(AF006825) endosperm lumenal binding ; 



52355 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405795 

LIB3477-009-P1-K1-H8 

BLASTX 

g2982243 

293 

2.0e-26 

95 

58 

(AF051204) hypothetical protein [Picea mariana] 
405796 

LIB3477-010-P1-K1-A1 

BLASTX 

g4680199 

164 

3.0e-ll 

68 

50 

(AF114171) hypothetical protein [Sorghum bicolor] 
405797 

LIB3477-010-P1-K1-A12 

BLASTX 

g401190 

448 

1.0e-44 

98 

84 

THAUMATIN-LIKE PROTEIN PRECURSOR >gi_100715_pir S25551 

thaumatin-like protein - rice >gi_20376_emb_CAA48278_ 
(X68197) thaumatin-like protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405798 

LIB3477-010-P1-K1-A3 

BLASTX 

g282964 

450 

1.0e-44 

92 

89 

transforming protein (myb) homolog (clone myb.Ph3) - garden 
petunia >gi_20563_emb_CAA78386_ (Z13996) protein 1 [Petunia 
x hybrida] 

405799 

LIB3477-010-P1-K1-A5 

BLASTX 

g4587562 

443 

5.0e-44 

98 

84 

(AC006550) Belongs to PF_00583 Acetyltransf ersase (GNAT) 
family. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



405800 

LIB3477-010-P1-K1-A6 



52356 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4567260 

378 

7.0e-37 

78 

87 

(AC006841) putative NADPH dependent mannose 6-phosphate 
reductase [Arabidopsis thaliana] 

>gi_4582440_gb_AAD24825.1_AC007142_3 (AC007142) putative 
NADPH-dependent mannose- 6-phosphate reductase [Arabidopsis 
thaliana] 



Seq. No. 


405801 


Seq. ID 


LIBo477-UlU-Pl-Kl-Bl 


Method 


BLASTX 


NCBI GI 


g3859568 


BLAST score 


684 


E value 


4.0e-72 


Match length 


133 


% identity 


98 


NCBI Description 


(AF098752) unknown [Oryza sativa] 


Seq. No. 


405802 


Seq. ID 


LIB3477-010-P1-K1-B11 


Method 


BLASTX 


NCBI GI 


gll71008 


BLAST score 


410 


E value 


5.0e-40 


Match length 


107 


% identity 


64 


NCBI Description 


POLLEN ALLERGEN PHL P 1 PRECURSOR 



(PHL P I) 

>gi_629812_pir S44182 allergen Phi pi- common timothy 

>gi_473360_emb_CAA55390_ (X78813) Phi p I allergen [Phleum 
pratense] 



Seq. No. 


405803 


Seq. ID 


LIB3477-010-P1-K1-B12 


Method 


BLASTX 


NCBI GI 


gl871199 


BLAST score 


158 


E value 


2.0e-10 


Match length 


132 


% identity 


27 


NCBI Description 


(U91318) pM5 (3 1 partial) [Homo sapiens] 


Seq. No. 


405804 


Seq. ID 


LIB3477-010-P1-K1-B2 


Method 


BLASTX 


NCBI GI 


gl931647 


BLAST score 


575 


E . value 


4.0e-68 


Match length 


169 


% identity 


76 


NCBI Description 


(U95973) endomembrane protein EMP70 precusor 




[Arabidopsis thaliana] 


Seq. No. 


405805 



52357 




beq. ID 


T TR^477-ni H-Pl -K1 -RS 


Method 


BLAST A 


NCBI GI 


g3522937 


BLAST score 


202 


E value 


1 . ue— lo 


Match length 


1 O Q 


% identity 


39 


NCBI Description 


fZXPHfiilAII ^ nnVnnun nrnfpi n \ AT^bicioosis thalianal 


Seq. No. 


4UDOUD 


Seq. ID 


t TD0477_f|1 fi— Pi —PCI — Rfi 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


36 


E value 


I . ue-xu 


Match length 


Jo 


% identity 


iUU 


NCBI Description 


IlOinO SalJXcIlo ir HiA. X luX\l.Yrl/ UUllL^XCLC 


Seq. No. 


4L)OoU / 


Seq. ID 




Method 


BLASTX 


NCBI GI 


g4582436 


BLAST score 


378 


E value 


z . ue-3o 


Match length 


134 


% identity 


57 


NCBI Description 


(ACUu/iyb) unKnown protein LHraDiuopoia Liiaxxcuiaj 


Seq. No. 


405808 


Seq. ID 


LIBJ4 / /— UlU-rl-J\x— bo 


Method 


BLASTN 


NCBI GI 


g4959460 


BLAST score 


36 


E value 


y . ue-xi 


Match length 


36 


% identity 


1 AA 

100 


NCBI Description 


■7/^^ Tn^Trc DAPR cmal 1 HTP hi nHi nrr nrnfpi n TTiRNA. comolete 
Z>ea uiays XvttA»*.D oiuaii ui r uxm^iJ-ny ^iuL.ciii j.uL\L\m. f uwuiyj-uou 


Seq. No. 


a r\ n 0 n c\ 


Seq. ID 


T TI3Q/1 7T_ni fi — Pi — TT1 —PI 
L1dj4 / / "UlU rl J\l OX 


Method 


BLASTX 


NCBI GI 


1 Aon c j( 

g399854 


BLAST score 


353 


E value 


2.0e-33 


Match length 


83 


% identity 


87 


NCBI Description 


HISTONE HzB.i >gx zoJU4Z pir o^oU^y nxsuone nzn max. 


>gi Z.Z.3ZD eiTLD Lfift.4UjDJ Iaj / jIj] n<i. D iiioLUiic {_ £nca. iii.ci_yo 


Seq. No. 


405810 


Seq. ID 


T TT3"^477 — fil fl — PI — K"1 —PI n 
JjXJDO^i / / UlU f 1 rvx 


Method 


BLASTX 


NCBI GI 


g5541685 


BLAST score 


287 


E value 


8.0e-26 


Match length 


79 



52358 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



70 

(AL096859) chloroplast import-associated channel homolog 
[Arabidopsis thaliana] 

405811 

LIB3477-010-P1-K1-C2 

BLASTX 

g4210332 

818 

9.0e-88 

183 

86 

(AJ223803) 2-oxoglutarate dehydrogenase E2 subunit 
[Arabidopsis thaliana] 

405812 

LIB3477-010-P1-K1-C7 

BLASTX 

g231924 

260 

2.0e-22 

53 

89 

CYTOCHROME CI, HEME PROTEIN PRECURSOR (CLONE PC18I) 
405813 

LIB3477-010-P1-K1-C8 

BLASTX 

g4587553 

213 

7.0e-17 

71 

58 

(AC006577) F15I1.20 [Arabidopsis thaliana] 
405814 

LIB3477-010-P1-K1-D10 

BLASTX 

g3213227 

153 

7.0e-10 

87 

32 

(AF035209) putative v-SNARE Vtila [Mus musculus] 
>gi_3421062 (AF035823) 29-kDa Golgi SNARE [Mus musculus] 

405815 

LIB3477-010-P1-K1-D11 

BLASTX 

g3128228 

454 

3.0e-59 

128 

91 

(AC004077) putative ribosomal protein L18A [Arabidopsis 
thaliana] >gi_3337376 (AC004481) putative ribosomal protein 
L18A [Arabidopsis thaliana] 



52359 



Seq. No. 


a a c o 1 a 
4 Uool 0 




Seq. ID 


LIB3477-U1U-P1-K1-UZ 




Method 


BLASTX 




NCBI GI 


g5815233 




BLAST score 


307 




E value 


r a _ o o 

6 . Oe-28 




Match length 


133 




% identity 


4 / 




NCBI Description 


(AFl/Jo/o) oUb aciaxc rxoosomax protein 


Seq. No. 


* AC01 ^ 

4 uool / 




Seq. ID 


LIB3477-010-P1-K1-D7 




Method 


BLASTX 




NCBI GI 


g4582436 




BLAST score 


442 




E value 


6. Oe-44 




Match length 


121 




% identity 


69 


+-Vial -i aria 1 
T. ila X-L cilia. J 


NCBI Description 


(AC007196) unknown protein [Arabidopsis 


Seq. No. 


A A C O "\ O 

405olo 




Seq. ID 


LIB34 77-01 0-P1-K1-D9 




Method 


BLASTX 




NCBI GI 


g!136122 




BLAST score 


697 




E value 


1.0e-73 




Match length 


151 




% identity 


87 




NCBI Description 


(X91807) alfa-tubulin [Oryza sativa] 




Seq. No. 


405819 




Seq. ID 


LIB3477-010-P1-K1-E11 




Method 


BLASTX 




NCBI GI 


g2352427 




BLAST score 


337 




E value 


2.0e-31 




Match length 


142 




% identity 


25 




NCBI Description 


(AF004161) peroxisomal Ca-dependent solute carrxer 




[Oryctolagus cuniculus] 




Seq. No. 


405820 




Seq. ID 


LIB3477-010-P1-K1-E7 




Method 


BLASTX 




NCBI GI 


g5668810 




BLAST score 


273 




E value 


4.0e-24 




Match length 


98 





% identity 53 

NCBI Description (AC007519) Contains similarity to gb_M74161 inositol 

polyphosphate 5-phosphatase from Homo sapiens and contains 
a PF_00783 inositol polyphosphate phosphatase catalytic 
domain. [Arabidopsis thaliana] 



Seq. No. 405821 

Seq. ID LIB3477-010-P1-K1-E8 



52360 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g5257275 

621 

7.0e-65 

122 

100 

(AP000364) ESTs AU030740 (E60171) , AU030739 (E60171 ) 
correspond to a region of the predicted gene.; Similar to 
Populus tremuloides caffeoyl-CoA 3-O-methyltransf erase . 

(U27116) [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405822 

LIB3477-010-P1-K1-E9 

BLASTX 

g2911060 

155 

3.0e-10 

73 
51 

(AL021961) putative protein [Arabidopsis thaliana] 
>gi_3297826_emb_CAA19884.1_ (AL031032) putative protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405823 

LIB3477-010-P1-K1-F1 

BLASTX 

gll84776 

573 

4.0e-59 

130 

84 

(U45857) cytosolic glyceroldehyde-3-phosphate dehydrogenase 
GAPC4 [Zea mays] 



Seq. No. 


405824 




Seq. ID 


LIB3477-010-P1-K1-F10 




Method 


BLASTX 




NCBI GI 


g485517 




BLAST score 


688 




E value 


1.0e-72 




Match length 


136 




% identity 


99 


- rice 


NCBI Description 


ADP,ATP carrier protein 


Seq. No. 


405825 




Seq. ID 


LIB3477-010-P1-K1-F11 




Method 


BLASTX 




NCBI GI 


g2407281 




BLAST score 


661 




E value 


2.0e-69 




Match length 


125 




% identity 


98 




NCBI Description 


(AF017363) ribulose 1,5- 


-bispho; 




subunit [Oryza sativa] 




Seq. No. 


405826 




Seq. ID 


LIB3477-010-P1-K1-F12 





52361 



Method 


DltfiD 1 A 




go4uzt>yu 


BLAST score 


464 


E value 


2.0e-46 


Match length 


izb 


% identity 


67 


NCBI Description 


(ACUU4by/; hypothetical protein, o partial [HraDiaopbib 




thaliana] 


Seq. No. 


A A C O O H 


beq. id 


T TT3'5/I'7'7_m fl — D1 — T^l _TT9 
J_il_»J4 / / U1U rl M J!- 


Method 


BLASTX 


NCBI GI 


g4o U^yz / 


BLAST score 


247 


E value 


3.0e-22 


Match length 


1 1 rs 
1 / U 


% identity 


o a 


NCBI Description 


(ACUUbzb4) signal sequence receptor, aipna suounit 




(bbK-aipnaj lAraDiaopsis tnaiianaj 


Seq. No. 


a a c 0 0 0 

405828 


beq. ID 


Jj1oo4 / / — UXU*-irl — l\l~r 0 


Method 


BLAb J.A 


NCBI GI 


g4490316 


BLAST score 


244 


E value 


1 A OA 

1 . Qe-20 


Match length 


73 


% identity 


56 


NCBI Description 


(ALUoob/o) nucellm- HKe protein LAraDiaopsis inaxxanaj 


Seq. No. 


A A C A A A 

405829 


Seq. ID 




Method 


bLAb 1A 


NCBI GI 


glu7b74o 


BLAST score 


560 


E value 


3.0e-68 


Match length 


145 


% identity 


95 


NCBI Description 


heat shock protein 70 - rice (fragment) 




>gi 763160 emb CAA47948 (X67711) heat shock protein /u 




[Oryza sativa] 


Seq. No. 


405830 


Seq. ID 


T TDQ/T) A1A DT 1^1 TTQ 

L1do4 / /-(JIU— rl-l\l-r o 


Method 


T5 T 7V nmv 

BLASTX 


NCBI GI 


gl669599 


BLAST score 


182 


E value 


2 . 0e-13 


Match length 


78 


% identity 


49 


NCBI Description 


(D88746) AR791 [Araoidopsis tnaiianaj 


Seq. No. 


405831 


Seq. ID 


LIB3477-010-P1-K1-G1 


Method 


BLASTX 


NCBI GI 


g3287695 


BLAST score 


383 



52362 



E value 
Match length 
% identity 
NGBI Description 



8.0e-37 

165 

55 

(AC003979) Similar to hypothetical protein C34B7.2 
gb_1729503 from C. elegans cosmid gb_Z83220. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405832 

LIB3477-010-P1-K1-G12 

BLASTX 

g4680190 

670 

2.0e-70 

135 

99 

(AF111710) 
indica] 



putative dnaJ-like protein [Oryza sativa subsp. 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405833 

LIB3477-010-P1-K1-G2 

BLASTX 

g5257275 

503 

7.0e-51 

147 

71 

(AP000364) ESTs AU030740 (E60171) , AU030739 (E60171) 
correspond to a region of the predicted gene.; Similar to 
Populus tremuloides caffeoyl-CoA 3-O-methyltransf erase . 
(U27116) [Oryza sativa] 

405834 

LIB3477-010-P1-K1-G3 

BLASTX 

gl658315 

350 

4.0e-33 

96 

70 

(Y08988) osr40g3 [Oryza sativa] 
405835 

LIB3477-010-P1-K1-G7 

BLASTX 

g4406764 

243 

2.0e-20 

110 

48 

(AC006836) putative uridylyl transferase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



405836 

LIB3477-010-P1-K1-G8 

BLASTX 

g4539452 

590 



52363 



E value 


3.0e-61 


i v iaucn lengun 


1 4 7 
x *± / 


^ laenriry 


71 


iNUrsx Description 


^rUjUri JJUv J UULaLlVc pJIlsJop/ilUX ±UUoy XdiJ. i*iiJ_ anna u 1 




LnrdDlUOpblJs Uild XXdild J 


Seq. No, 


4 U00 O / 


beq. iu 


T TR"3477 — 01 fl-Pl -CQ 
JuXljOrt / / U1U JTX IVX o.? 


'Kits-* 4- "U. /-J 

Metnoa 




NCBI GI 


g3877252 


BLAST score 


280 


E value 


7 Ho-9R 
/ • U€ Z O 


Match length 


1 PlA 


% identity 




MfRT riocpT*i nt 1 1 on 
IM^DX UCOLI lp L±UU 


fZQ^fi*?} F4^n? 10 rCapnorhabditis eleaansl 


beq. no* 


4 UO a jo 


beq. -LU 


T TR* : i477 — 01 0 — PI — Pfl —Hi 

±j±DO ^1 f / VJXU cX IvX ni 


L v ie i_noci 


-DXiriO 1 LN 


NCBI GI 


g6015437 


BLAST acore 


37 


E value 




Match length 


*57 


% identity 


inn 


incdi uescripLion 


nUIUO ScipXCLlo irHiAX IUl\.iNi-i. / L-UIlipXfc; L-fci tUo 


Seq. No. 


/ ACO"2G 


Seq. ID 


TTD'3^77 m H D1 »F1 -UO 

Xj1Bo4 / / — U1U — rl"J\l nZ 


Method 


DT 7\ O T*V 

DlaAb 1 A 


vipo T r* T 
INUJdX bl 


go *± f± u i o 


BLAST score 


406 


E value 


1.0e-39 


Match length 


114 


% identity 


70 


NCBI Description 


NITRATE /CHLORATE TRANSPORTER >gi 1076359 pir 



nitrate-inducible nitrate transporter - Arabidopsis 
thaliana >gi_166668 (L10357) CHL1 [Arabidopsis thaliana] 
>gi_3157921 (AC002131) Identical to nitrate/chlorate 
transporter cDNA gb_L10357 from A. thaliana. ESTs 
gb_H37533 and gb_R29790, gb_T46117, gb_T46068, gb_T75688, 
gb_R29817, gb_R29862, gb_Z34634 and gb_Z34258 come from 
this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405840 

LIB3477-010-P1-K1-H4 

BLASTX 

g3953458 

552 

1.0e-56 

123 
80 

(AC002328) F20N2.3 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



405841 

LIB3477-010-P1-K1-H7 

BLASTX 

g2462826 



52364 




BLAST score 


232 


E value 


2.0e-19 


Match length 


129 


% identity 


37 


NCBI Description 


{ AFO 0 0 6 5 7 ) unknown 




protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405842 

LIB3477-011-P1-K1-A11 

BLASTX 

gl842111 

393 

5.0e-38 

110 

68 

(U87586) decoy [Arabidopsis thaliana] 
>gi_1931612_gb_AAB51588.1_ (U93308) decoy 
thaliana] 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405843 

LIB3477-011-P1-K1-A12 

BLASTX 

gl!592 

596 

8.0e-62 

154 

75 

(X14106) chlorophyll a/b-binding protein (AA 1 - 309) (928 
is 1st base in codon) [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405844 

LIB3477-011-P1-K1-A5 

BLASTX 

g5453603 

573 

6.0e-65 

162 

77 

chaperonin containing TCP1, subunit 2 (beta) 
>gi__6094436__sp_P78371_TCPB_HUMAN T-COMPLEX PROTEIN 1, BETA 
SUBUNIT (TCP-1-BETA) (CCT-BETA) >gi_2559012 (AF026293) 
chaperonin containing t-complex polypeptide 1/ beta 
subunit; CCT-beta [Homo sapiens] >gi_4090929 (AF026166) 
chaperonin-containing TCP-1 beta subunit homolog [Homo 
sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405845 

LIB3477-011-P1-K1-A6 

BLASTX 

g3023713 

541 

6.0e-62 

135 

98 

ENOLASE { 2-PHOSPHOGLYCERATE DEHYDRATASE) 
(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) (OSE1) >gi_780372 
(U09450) enolase [Oryza sativa] 



52365 



Seq, No. 


A C\ C1Q A d 


beq. iu 


T — 01 1 -Pi -Kl — A7 


Metnoa 


DJ_tH.O 1 IN 


NCBI GI 


g6015437 


BLAST score 


38 


E value 


j . ue iz 


Match, length 


o o 


% identity 


1UU 


inldi uescrip Lion 




Seq. No, 


4 U0o4 / 


Seq. ID 


J_iXi5j4 / / Ull rl i\l t\y 


Method 


JbJliAb i A 


VTpDT (IT 


y i j ju u / 


BLAST score 


565 


E value 


3.0e-58 


Match length 


124 


% identity 


86 


NCBI Description 


4 OS RIBOSOMAL PROTEIN ; 



protein Sll - maize >gi_22470_emb_CAA39438_ (X55967) 
ribosomal protein Sll [Zea mays] 



Seq. No. 


405848 


Seq. ID 


LIB3477-011-P1-K1-B1 


Method 


BLASTX 


NCBI GI 


g4539389 


BLAST score 


534 


E value 


1.0e-54 


Match length 


140 


% identity 


74 


NCBI Description 


(AL035526) putative protein kinase 


Seq. No. 


405849 


Seq. ID 


LIB3477-011-P1-K1-B10 


Method 


BLASTX 


NCBI GI 


g5688947 


BLAST score 


523 


E value 


3.0e-53 


Match length 


109 


% identity 


89 


NCBI Description 


(AB017428) succinate dehydrogenase 



[Arabidopsis thaliana] 



(SDHB) [Oryza sativa] >gi_5688 94 9_dbj_BAA82750 . 1_ 
(AB017429) succinate dehydrogenase iron-protein subunit 
(SDHB) [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405850 

LIB3477-011-P1-K1-B11 

BLASTN 

g3821780 

36 

1.0e-10 

36 
100 

Xenopus laevis cDNA clone 27A6-1 



Seq. No. 
Seq. ID 



405851 

LIB3477-011-P1-K1-B12 



52366 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g6016680 

261 

1.0e-22 

109 

48 

(AC009991) 



putative leucoanthocyanidin dioxygenase 



[Arabidopsis thaliana] 
405852 

LIB3477-011-P1-K1-B2 

BLASTX 

g2642159 

530 

5.0e-54 

121 

88 

(AC003000) putative mannose-l-phosphate guanyltransf erase 
[Arabidopsis thaliana] >gi_3598958 (AF07 6484) GDP-mannose 
pyrophosphorylase [Arabidopsis thaliana] >gi_4151925 
(AF108660) CYT1 protein [Arabidopsis thaliana] 

405853 

LIB3477-011-P1-K1-B3 

BLASTX 

g!173137 

471 

1.0e-70 

152 
90 

DNA-DIRECTED RNA POLYMERASE II 19 KD POLYPEPTIDE (RNA 

POLYMERASE II SUBUNIT 5) >gi_322700_pir B44457 RNA 

polymerase II fifth largest subunit - Glycine max=soybeans 
>gi_170052 (M90504) RNA polymerase II [Glycine max] 

405854 

LIB3477-011-P1-K1-B4 

BLASTX 

gl076746 

687 

2.0e-72 

133 

100 

heat shock protein 70 - rice (fragment) 

>gi_763160_emb_CAA47948_ (X67711) heat shock protein 70 
[Oryza sativa] 

405855 

LIB3477-011-P1-K1-B5 

BLASTX 

g4680340 

702 

3.0e-74 

162 

86 

(AF128457) putative nucleolysin [Oryza sativa subsp. 
indica] 



52367 



beg. JNO. 


4U0OD0 


beq. lu 


T m^All — D1 1 —Pi — Kl — Rfi 


Method 


BLASTX 


NCBI GI 


g431154 


BLAST score 


c; n £ 


E value 


o . ue-oi 


Match length 


1 CO 

loo 


% identity 


£.0 


NCBI Description 


vDzioij) UKr [jjiiium longii-Loruuij 


beq. No. 


A d £ Q c; n 


beq. id 


T TVi^AHl —HI 1 — Dl — Tfl —XXI 


M.er.noa 


OJ_ii-10 1 A 


NCBI GI 


g4929725 


BLAST score 


151 


E value 


7.0e-10 


Match length 


47 


% identity 


60 


NCBI Description 


(AF151886) CGI-128 protein [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405858 

LIB3477-011-P1-K1-B8 

BLASTX 

g82040 

648 

6.0e-68 

134 

27 

ubiquitin precursor - flax (fragment) 
ubiquitin [Linum usitatissimum] 



>gi_168304 (M57895) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405859 

LIB3477-011-P1-K1-C1 

BLASTX 

g82426 

662 

1.0e-69 

136 

46 

ubiquitin precursor - barley (fragment) 

>gi_755763_emb_CAA27751_ (X04133) ubiquitin polyprecursor 
(171 aa) [Hordeum vulgare] 

405860 

LIB3477-011-P1-K1-C10 

BLASTX 

gll4657 

361 

2.0e-34 

93 

81 

ATP SYNTHASE A CHAIN PRECURSOR (SUBUNIT IV) 

>gi_67926_pir LWRZ6 H+- transporting ATP synthase (EC 

3.6.1.34) chain a - rice chloroplast 

>gi_11975_emb_CAA33990__ (X15901) ATPase a subunit [Oryza 
sativa] >gi_226693_prf 1603356U ATPase a [Oryza sativa] 



52368 



0 





beq. No. 


4 UDo ox 




Seq. ID 






Method 


BLASTX 




NCBI GI 


g2130069 




BLAST score 


331 




E value 


2 . Oe-63 




Match length 


126 




% identity 


96 




NCBI Description 


cataiase l.ii.i.oj car/i — rice 




>gi 1261858 cLbj BAAUozJz (Dzyyooj caraiass 




Seq. No. 






Seq. ID 






Method 


BLASTN 




NCBI GI 


gl261857 




BLAST score 


O 1 A 




E value 


1 . ue-114 




Match length 


210 




% identity 


i nn 


y * 


NCBI Description 


Rice CatA gene for catalase, complete cds 




Seq. No. 


4 Uoooo 




Seq. ID 


LIB3477-0H-P1-K1-C5 




Method 


BLASTX 




NCBI GI 


g3990l5 


TK? s 


BLAST score 


755 




E value 


z . Oe-oU 




Match length 


150 




% identity 


99 




NCBI Description 


ADP,ATP CARRIER PROTEIN PRECURSOR (ADP/ATP 




(ADENINE NUCLEOTIDE TRANSLOCATOR) (ANT) 






>gi_218145_dbj_BAA02161_ (D12637) ATP/ADP ■ 






[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405864 

LIB3477-011-P1-K1-C6 

BLASTX 

g5730079 

154 

4.0e-10 

66 

44 

TLS-associated serine-arginine protein >gi_2 961107 
(AF042383) TLS-associated protein with SR repeats [Mus 
musculus] >gi__2961149 (AF047448) TLS-associated protein 
TASR [Homo sapiens] 

405865 

LIB3477-011-P1-K1-C7 

BLASTX 

g224293 

410 

6.0e-40 

82 

100 

histone H4 [Triticum aestivum] 



52369 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405866 

LIB3477-011-P1-K1-C8 

BLASTX 

g5596468 

396 

3.0e-38 

136 

56 

(AL096882) putative protein [Arabidopsis thaliana] 
405867 

LIB3477-011-P1-K1-C9 

BLASTX 

g4836925 

369 

3.0e-35 

137 

52 

(AC007153) Similar to indole-3-acetate 
beta-glucosyltransferase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405868 

LIB3477-011-P1-K1-D1 

BLASTX 

g553107 

667 

4.0e-70 

139 

94 

(L04967) triosephosphate isomerase [Oryza sativa] 
405869 

LIB3477-011-P1-K1-D2 

BLASTX 

g5007084 

786 

2.0e-84 

165 

96 

(AF155333) NADP-specif ic isocitrate dehydrogenase 
sativa] 



[Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405870 

LIB3477-011-P1-K1-D6 

BLASTX 

g3746062 

201 

1.0e-18 

111 

49 

(AC005311) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



405871 

LIB3477-011-P1-K1-D7 

BLASTX 

g3176690 



52370 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



419 

6.0e-41 

188 

51 

(AC003671) Similar to ubiquitin ligase gb_D63905 from S. 
cerevisiae. EST gb_R65295 comes from this gene. 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405872 

LIB3477-011-P1-K1-E11 

BLASTX 

g5921934 

364 

9.0e-35 

105 

65 

CYTOCHROME P450 CYP99A1 >gi_2766450 
P450 CYP99A1 [Sorghum bicolor] 



(AF029857 ) cytochrome 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405873 

LIB3477-011-P1-K1-E2 

BLASTX 

gl708421 

445 

3.0e-44 

121 

74 

ISOFLAVONE REDUCTASE HOMOLOG IRL >gi_1205986 (U33318) 
sulfur starvation induced isoflavone reductase- like IRL 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405874 

LIB3477-011-P1-K1-E3 

BLASTX 

g2497903 

220 

1.0e-17 

59 

68 

METALLOTHIONEIN-LIKE PROTEIN TYPE 2 

>gi_1752831_dbj_BAA14038.1_ (D89931) metallothionein-like 
protein [Oryza sativa] >gi_1815628 (U43530) 
metallothionein-like type 2 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405875 

LIB3477-011-P1-K1-E5 

BLASTN 

g508576 

154 

7.0e-81 

200 
100 

Oryza sativa box protein 



(MADS1) mRNA, complete cds 



Seq. No. 
Seq. ID 
Method 



405876 

LIB3477-011-P1-K1-E6 
BLASTX 



52371 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4467137 
169 

1.0e-ll 

62 
52 

(AL035540) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405877 

LIB3477-011-P1-K1-E9 

BLASTX 

gll8306 

238 

6.0e-20 

109 

45 

AROMAT IC-L-AMINO-ACI D DECARBOXYLASE (DOPA DECARBOXYLASE) 

(TRYPTOPHAN DECARBOXYLASE) >gi_68027__pir DCJAAP 

aromatic-L-amino-acid decarboxylase (EC 4.1.1.28) - 
Madagascar periwinkle >gi_18226_emb_CAA478 98_ (X67662) 
tryptophan decarboxylase [Catharanthus roseus] >gi_167490 
(M25151) tryptophan decarboxylase (EC 4.1.1.28) 
[Catharanthus roseus] 



Seq. No. 


405878 


Seq. ID 


LIB3477-011-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


g3660471 


BLAST score 


409 


E value 


7.0e-40 


Match length 


105 


% identity 


74 


NCBI Description 


(AJ001809) succinate dehydrogenase flavoprotein 




subunit [Arabidopsis thaliana] 


Seq. No. 


405879 


Seq. ID 


LIB3477-011-P1-K1-F10 


Method 


BLASTX 


NCBI GI 


g2293480 


BLAST score 


435 


E value 


3.0e-43 


Match length 


87 


% identity 


97 


NCBI Description 


(AF011331) glycine-rich protein [Oryza sativa] 


Seq. No. 


405880 


Seq. ID 


LIB3477-011-P1-K1-F11 


Method 


BLASTX 


NCBI GI 


g2570511 


BLAST score 


625 


E value 


3.0e-65 


Match length 


121 


% identity 


98 


NCBI Description 


(AF022738) chlorophyll a-b binding protein [Ory: 


Seq. No. 


405881 


Seq. ID 


LIB3477-011-P1-K1-F12 


Method 


BLASTX 



52372 



NCBI GI 


g4753660 




BLAST score 


241 




E value 


1 . U© £\J 




Match length 






% identity 


bl 


r Arabidoiosis thaliana 


wldi Description 


/ HT fid Q7 S 1 ^ mifaf "i vp nrnfpi n 


Seq. No* 


4U0OOZ 




beq. 1U 


XilDOfi / / Ull iX ±\x r i 




Method 


DT 7\ O rPV 

bliAb iA 




NCBI GI 


g6056209 




BLAST score 


200 




E value 


j . ue x o 




Match length 


4 4 




-s identity 


0 4 




wujd± uescripLion 


^Z\r*finQ40fn nnVnnwn nTOfpi n 


f Arabidoosis thalianal 


Seq. No. 


4UOOOJ 




beq. id 


T TR*3477 — fi1 1 —Pi — Kl — F"3 
lilDJ^i / / Ull 1:1 JXX CO 




Method 


PT 71 CITY 




NCBI GI 


gl617270 




BLAST score 


298 




E value 


7.0e-27 




Match length 


72 




% identity 


75 




NCBI Description 


(X94 624) acyl-CoA synthetase [Brassica napus] 


Seq. No. 


405884 




Seq. ID 


LIB3477-011-P1-K1-F7 




Method 


BLASTX 




VTPDT r*T 
JNv^ril yji. 


g4585907 




BLAST score 


585 




E value 


1.0e-60 




Match length 


151 




% identity 


72 


[Arabidopsis thaliana] 


NCBI Description 


(AC006298) unknown protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405885 

LIB3477-011-P1-K1-F8 

BLASTX 

g3327389 

405 

2.0e-39 

156 

54 

(AC004483) putative DNA replication licensing factor, mcm5 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405886 

LIB3477-011-P1-K1-F9 

BLASTX 

g4996646 

182 

4.0e-15 

43 

93 

(AB028132) Dof zinc finger protein [Oryza sativa] 



52373 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405887 

LIB3477-011-P1-K1-G11 

BLASTX 

g548770 

677 

2.0e-71 

130 

97 

60S RIBOSOMAL PROTEIN L3 >gi_481228j?ir S38359 ribosomal 

protein L3 - rice >gi_303853_dbj_BAA02155__ (D12630) 
ribosomal protein L3 [Oryza sativa] 





Seq. No. 


405888 




Seq. ID 


LIB3477-011-P1-K1-G12 




Method 


BLASTX 




NCBI GI 


g4895186 




BLAST score 


306 




E value 


5.0e-28 




Match length 


125 




% identity 


56 


y ■» 


NCBI Description 


(AC007 661) putative growth regulator protein [Arabidops: 






thaliana] 




• Seq. No. 


405889 




Seq. ID 


LIB3477-011-P1-K1-G2 


s 


Method 


BLASTX 




NCBI GI 


gl885310 




BLAST score 


671 




E value 


1.0e-70 




Match length 


131 


n. 


% identity 


94 




NCBI Description 


(X91659) Endoxyloglucan transferase (EXT) [Hordeum vulg. 




Seq. No. 


405890 




Seq. ID 


LIB3477-011-P1-K1-G3 




Method 


BLASTX 




NCBI GI 


g5732040 




BLAST score 


379 




E value 


2.0e-36 




Match length 


102 




% identity 


70 




NCBI Description 


(AF147262) contains similarity to mouse and human SL15 




proteins (GB:AF038961 and U41996) [Arabidopsis thaliana 




Seq. No. 


405891 




Seq. ID 


LIB3477-011-P1-K1-G4 




Method 


BLASTX 




NCBI GI 


g4204265 




BLAST score 


207 




E value 


3.0e-16 




Match length 


113 




% identity 


41 




NCBI Description 


(AC005223) 45643 [Arabidopsis thaliana] 




Seq. No. 


405892 




Seq. ID 


LIB3477-011-P1-K1-G5 



52374 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2443456 

113 

2.0e-56 

140 

96 

Oryza sativa ethylene responsive element binding protein 
(Os-EREBPl) mRNA, complete cds 



Seq. No. 






Seq. ID 


LIBo4 / /—Oil— PI- 


-i\I— bo 


Method 






NCBI GI 






xDii/ioi score 


251 




E value 


2.0e-21 




Match length 


69 




% identity 


81 




NCBI Description 


(AF054617) one 


helix 


Seq. No. 


405894 




Seq. ID 


LIB3477-011-P1- 


-K1-G8 


Method 


BLASTX 




NCBI GI 


gll69797 




BLAST score 


483 




E value 


8.0e-76 




Match length 


153 




% identity 


97 




NCBI Description 


.GLUC0SE-6-PH0SPHATE : 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(PH0SPH0GLUC0SE IS0MERASE A) (PGI-A) (PH0SPH0HEX0SE 
IS0MERASE A) (PHI-A) >gi_639684_dbj_BAA08148_ (D45217) 
phosphoglucose isomerase (Pgi-a) [Oryza sativa] 

405895 

LIB3477-011-P1-K1-G9 

BLASTX 

g6014901 

547 

4.0e-56 

111 

99 

DEFENDER AGAINST CELL DEATH 1 (DAD-1) (DEFENDER AGAINST 
AP0PT0TIC DEATH 1 PROTEIN) >gi_2723473_dbj_BAA24072_ 
(D89726) defender against apoptotic death 1 protein [Oryza 
sativa] >gi_2723883_dbj_BAA24104__ (D8 9727) defender against 
apoptotic death 1 protein [Oryza sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405896 

LIB3477-011-P1-K1-H1 

BLASTX 

g3687244 

171 

1.0e-12 

37 

86 

(AC005169) putative rifoosomal protein [Arabidopsis 
thaliana] 



52375 



Seq. No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405897 

LIB3477-011-P1-K1-H10 

BLASTX 

g2492952 

446 

2.0e-44 

120 
72 

CHORISMATE SYNTHASE 1 PRECURSOR 

(5-ENOLPYRUVYLSHIKIMATE-3-PHOSPHATE PHOSPHOLYASE 1) 

>gi_542026jpir S40410 chorismate synthase (EC 4.6.1.4) 1 

precursor - tomato >gi_4104 82_emb_CAA7 9859_ (Z21796) 
chorismate synthase 1 [Lycopersicon esculentum] 



Seq. No. 


405898 




Seq. ID 


LIB3477- 


Oil- 


Method 


BLASTX 




NCBI GI 


g2673912 




BLAST score 


227 




E value 


1.0e-18 




Match length 


81 




% identity 


57 




NCBI Description 


(AC002561) i 


Seq. No. 


405899 




Seq. ID 


LIB3477- 


■Oil 


Method 


BLASTX 




NCBI GI 


gll9355 




BLAST score 


563 




E value 


5.0e-58 




Match length 


116 




% identity 


93 




NCBI Description 


ENOLASE 


1 ( 



-P1-K1-H11 



-H3 



(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE 1) 

>gi 100869_pir S16257 phosphopyruvate hydratase (EC 

4.2.1.11) - maize >gi_22273_emb_CAA39454_ (X55981) enolase 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405900 

LIB3477-011-P1-K1-H4 

BLASTX 

g3023816 

568 

2.0e-58 

151 

79 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 
>gi_968996 (U31676) glyceraldehyde-3-phosphate 
dehydrogenase [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



405901 

LIB3477-011-P1-K1-H5 

BLASTX 

g3023713 

519 

6.0e-53 
103 



52376 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

ENOLASE (2-PHOSPHOGLYCERATE DEHYDRATASE) 
(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) (OSE1) >gi_780372 
(U09450) enolase [Oryza sativa] 

405902 

LIB3477-011-P1-K1-H7 

BLASTX 

g4098521 

801 

8.0e-86 

174 

85 

(U79160) HMG-CoA synthase [Arabidopsis thaliana] 
>gi_4098523 (U79161) HMG-CoA synthase [Arabidopsis 
thaliana] >gi_5002517_emb_CAB44 320 . 1_ (AL078606) 
hydroxymethylglutaryl-CoA synthase [Arabidopsis thaliana] 

405903 

LIB3477-011-P1-K1-H8 

BLASTN 

g3850817 

172 

8.0e-92 

191 

98 

Oryza sativa mRNA for U2 snRNP auxiliary factor, small 
subunit 35a 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405904 

LIB3477-011-P1-K1-H9 

BLASTX 

g3201477 

150 

3.0e-19 

101 

53 

(AJ006021) putative PRL1 associated protein [Arabidopsis 
thaliana] 

405905 

LIB3479-001-Q6-K1-A11 

BLASTX 

gl34595 

654 

1.0e-68 

126 

98 

SUPEROXIDE DISMUTASE-1 [CU-ZN] >gi_280412_pir S22508 

superoxide dismutase (EC 1.15.1.1) (Cu-Zn) sodA - rice 
>gi_218224_dbj__BAA00799_ (D00999) copper/zinc-superoxide 
dismutase [Oryza sativa] >gi_685242 (L19435) cytosolic 
copper/zinc-superoxide dismutase [Oryza sativa] 

>gi_1096504_prf 2111424A Cu/Zn superoxide dismutase [Oryz 

sativa] 



Seq. No. 



405906 



52377 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3479-001-Q6-K1-A12 

BLASTX 

g3367534 

182 

2.0e-13 

42 

74 

(AC004392) Strong similarity to coatamer alpha subunit 
(HEPCOP) homolog gb_U24105 from Homo sapiens. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405907 

LIB3479-001-Q6-K1-A4 

BLASTX 

gl076758 

142 

3.0e-09 

45 

60 

heat-shock protein precursor - rye >gi__2130093__pir S65776 

heat-shock protein, 82K, precursor - rye 
>gi_556673__emb_CAA82945_ (Z30243) heat-shock protein 
[Secale cereale] 



Seq. No. 


405908 


Seq. ID 


LIBo4 / y-UUl- 


Method 


BLASTX 


NCBI GI 


g2662343 


BLAST score 


632 


E value 


4.0e-66 


Match length 


121 


% identity 


100 


NCBI Description 


(D63581) EF- 


Seq. No. 


405909 


Seq. ID 


LIB3479-001- 


Method 


BLASTX 


NCBI GI 


g6006363 


BLAST score 


297 


E value 


8.0e-27 


Match length 


56 


% identity 


100 


NCBI Description 


(AP000559) ] 




to a region 




inducible p: 


Seq. No. 


405910 


Seq. ID 


LIB3479-001 


Method 


BLASTX 


NCBI GI 


g2493453 


BLAST score 


293 


E value 


3.0e-26 


Match length 


146 


% identity 


42 


NCBI Description 


CALPAIN P94 



■1 alpha [Oryza sativa] 



i predicted gene.; Similar to water stress 
(U74296) [Oryza sativa] 



NEUTRAL PROTEINASE) (CANP) (P94 PROTEIN) (MUSCLE-SPECIFIC 
CALCIUM-ACTIVATED NEUTRAL PROTEASE 3 LARGE SUBUNIT) 



52378 



€> • 

>gi_1362714_pir S57196 calpain (EC 3.4.22.17) p94 heavy 

chain - chicken >gi_1552167_dbj_BAA07230_ (D38028) p94 

[Gallus gallus] >gi_1096148_prf 2111239C 

calpain:SUBUNIT=large:ISOTYPE=p94 [Gallus gallus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405911 

LIB3479-001-Q6-K1-B11 

BLASTX 

gl21469 

510 

6.0e-77 

152 

95 

GLUTELIN TYPE I PRECURSOR (CLONE PREE 61) 

>gi_82474_pir S06350 glutelin type I precursor (clone 

pREE61) - rice >gi_20215_emb_CAA29149__ (X05661) glutelin 
[Oryza sativa] 



Seq. No. 

JS$q : , .ID 

-M^Jiiod 
l isicE GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405912 

LIB3479-001-Q6-K1-B12 

BLASTX- ' 

gl381154 

257 

3.0e-22 

79 

63 

(U58278) WCOR719 [Triticum aestivum] 
405913 

LIB3479-001-Q6-K1-B3 

BLASTX 

gl21473 

693 

3.0e-73 

146 

90 

GLUTELIN TYPE I PRECURSOR (CLONE PREE 103) 
405914 

LIB3479-001-Q6-K1-B5 

BLASTX 

g3252815 

458 

1.0e-45 

111 

73 

(AC004705) vacuolar sorting receptor-like protein 
[Arabidopsis thaliana] >gi_3810588 (AC005398) vacuolar 
sorting receptor-like protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



405915 

LIB3479-001-Q6-K1-B6 

BLASTX 

g544399 

792 

1.0e-84 
167 



52379 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



90 

GLUTELIN TYPE-B 1 PRECURSOR >gi_82472_pir S04073 glutelin 

precursor (clone pREEKl) - rice >gi_100677__pir S17762 

glutelin gluB-1 precursor - rice >gi_20210_emb_CAA38212_ 
(X54314) glutelin [Oryza sativa] >gi__20223_emb_CAA32706__ 
(X14568) preglutelin [Oryza sativa] 

405916 

LIB3479-001-Q6-K1-B8 

BLASTX 

g3482974 

483 

1.0e-48 

153 

63 

(AL031369) ATP-dependent Clp proteinase-like protein 
[Arabidopsis thaliana] 

405917 

LIB3479-001-Q6-K1-C11 , 

BLASTX 

g4903006 

413 

2.0e-40 

143 

57 

(AB027458) ACE [Arabidopsis thaliana] 

>gi_5903086_gb_AAD55644.1_AC008017_17 (AC008017) ACE 
[Arabidopsis thaliana] 

405918 

LIB3479-001-Q6-K1-C2 

BLASTX 

g544399 

236 

2.0e-38 

98 

88 

GLUTELIN TYPE-B 1 PRECURSOR >gi_82472_pir S04073 glutelin 

precursor (clone pREEKl) - rice >gi_100677_pir S177 62 

glutelin gluB-1 precursor - rice >gi_20210_emb_CAA38212_ 

(X54314) glutelin [Oryza sativa] >gi_20223_emb_CAA32706_ 

(X14568) preglutelin [Oryza sativa] 

405919 

LIB3479-001-Q6-K1-C3 

BLASTX 

g3643085 

456 

1.0e-45 

116 

73 

(AF075580) protein phosphatase-2C; PP2C [Mesembryanthemum 
crystallinum] 

405920 

LIB3479-001-Q6-K1-C8 



52380 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3914470 

358 

5.0e-34 

77 

84 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 
>gi_1321868_emb_CAA66373_ (X97771) lOkD PSII protein 
[ Horde um vulgare] 

405921 

LIB3479-001-Q6-K1-C9 

BLASTX 

g543711 

307 

5.0e-28 

63 

100 

14-3-3-LIKE PROTEIN S94 >gi_419796_pir S30927 14-3-3 

protein homolog - rice >gi_303859_dbj_BAA03711_ (D16140) 
brain specific protein [Oryza sativa] ^ 

405922 

LIB3479-001-Q6-K1-D10 

BLASTX 

g82452 

363 

2.0e-34 

104 

71 

prolamin 13K precursor {clone lambda-RM2) - rice 
>gi_218187_dbj_BAA01981_ (D11385) prolamin [Oryza sativa] 
>gi_251077_bbs__108647 (S39468) 13 kda prolamin [Oryza 
sativa] 



Seq. No. 


405923 


Seq. ID 


LIB3479-001-Q6-K1-D11 


Method 


BLASTN 


NCBI GI 


g2961177 


BLAST score 


116 


E value 


6.0e-59 


Match length 


119 


% identity 


99 _ 


NCBI Description 


Oryza sativa GTP-binding protein mRNA, complete cds 


Seq. No. 


405924 


Seq. ID 


LIB3479-001-Q6-K1-D4 


Method 


BLASTX 


NCBI GI 


g2245136 


BLAST score 


293 


E value 


1.0e-26 


Match length 


93 


% identity 


61 


NCBI Description 


(Z97344) trehalose-6-phosphate synthase like protein 




[Arabidopsis thaliana] 


Seq. No. 


405925 



52381 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3479-001-Q6-K1-D5 

BLASTX 

g3252815 

730 

2.0e-77 

170 

72 

(AC004705) vacuolar sorting receptor-like protein 
[Arabidopsis thaliana] >gi_3810588 (AC005398) vacuolar 
sorting receptor-like protein [Arabidopsis thaliana] 

405926 

LIB3479-001-Q6-K1-D8 

BLASTX 

g!15787 

747 

2.0e-79 

143 

99 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

- CAB-2J (LHCP) >gi_82,4 61_pir S03706 chlorophyll a/b-binding 

prot&Ln 2R precursor - rice >gi_20182__emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

405927 

LIB3479-001-Q6-K1-D9 

BLASTX 

g3559805 

611 

1.0e-63 

144 

74 

(AJ006787) putative phytochelatin synthetase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405928 

LIB3479-001-Q6-K1-E10 

BLASTX 

g3023275 

617 

3.0e-64 

143 

81 

ALPHA- GLUCOS I DASE PRECURSOR (MALTASE) 

>gi_2130027_pir S65057 alpha-glucosidase (EC 3.2.1.20) 

barley >gi_94 4 901 (U22450) alpha-glucosidase [Hordeum 
vulgare] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



405929 

LIB3479-001-Q6-K1-E11 

BLASTX 

gl705733 

421 

2.0e-41 

91 

85 



52382 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value - 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score - 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CALCIUM-DEPENDENT PROTEIN KINASE, I SO FORM 1 (CDPK 1) 

>gi_542156_pir JC1515 calcium-dependent protein kinase (EC 

2.7.1.-) - rice >gi_435466_dbj_BAA02698_ (D13436) 
calcium-dependent protein kinase [Oryza sativa] 

405930 

LIB347 9-001-Q6-K1-E6 

BLASTX 

g5912299 

453 

5.0e-45 

102 

86 

(AJ133787) gigantea homologue [Oryza sativa] 
405931 

LIB3479-001-Q6-K1-E7 

BLASTX 

gl32105 

676 

3.0e-71 r - - 

144 

89 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKR2S9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi__218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi__2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi__226375_prf 150825 6A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

405932 

LIB3479-001-Q6-K1-E8 

BLASTX 

g544399 

739 

1.0e-78 

144 

99 

GLUTELIN TYPE-B 1 PRECURSOR >gi_82472_pir S04073 glutelin 

precursor (clone pREEKl) - rice >gi_100677_pir S17762 

glutelin gluB-1 precursor - rice >gi_20210_emb_CAA38212_ 

(X54314) glutelin [Oryza sativa] >gi__20223_emb_CAA327 06_ 

(X14568) preglutelin [Oryza sativa] 

405933 

LIB347 9-001-Q6-K1-F10 

BLASTN 

g5091496 

122 

8.0e-62 

174 

31 

Oryza sativa genomic DNA, chromosome 6, clone P0680A03, 
complete sequence 



52383 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405934 

LIB3479-001-Q6-K1-F11 

BLASTX 

g421991 

792 

3.0e-94 

167 

99 

1, 4-alpha-glucan branching enzyme (EC 2.4.1.18) sbel 
precursor - rice >gi_287404_dbj_BAA01616__ (D10838) 
1, 4-alpha-glucan branching enzyme [Oryza sativa] 

405935 

LIB3479-001-Q6-K1-F2 

BLASTX 

gl21477 

221 

2.0e-18 

41 

95 

GLUTELIN PRECURSOR >gi_82471_pir S05443 glutelin precursor 

(clone lambda-RG21) - rice >gi_20227_emb_CAA32566_ (X14393) 
preprolglutelin (AA -24 to 47 6) [Oryza sativa] 
>gi_226767_prf 1604474A glutelin [Oryza sativa] 

405936 

LIB3479-001-Q6-K1-F3 

BLASTX 

g3695005 

225 

3.0e-18 

46 

98 

(AF038586) pyruvate dehydrogenase kinase isoform 2; 
[Zea mays] 



PDK2 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405937 

LIB3479-001-Q6-K1-F5 

BLASTX 

g4206122 

364 

1.0e-34 

88 

78 

(AF097667) protein phosphatase 2C homolog [Mesembryanthemum 
crystallinum] 

405938 

LIB3479-001-Q6-K1-F7 

BLASTX 

gl21476 

955 

1.0e-103 

213 

85 

GLUTELIN PRECURSOR >gi_8247 0_pir S07640 glutelin precursor 



52384 




(clone 5b-l) - rice >gi_20232_emb_CAA33838_ (X15833) 
precursor (AA -24 to 475) [Oryza sativa] 





Seq. No. 






Seq. ID 


LIB347 9-001-Q6-K1-G1 




Method 


BLASTX 




NCBI GI 


gizyoyi 




BLAST score 


IE"} 

lol 




E value 


5 . ue-10 




Match length 


/ U 




% identity 


49 




NCBI Description 


nTTmTVT 7\ T 7\ MTMTT 7\ fc/TM/^Kf T 7\ T V7\ OTP \ -i OQCQ' 

PHENYLALANINE AJXLjyiUNlA-bifiDJij J>gi Z^Oo^ 






(Alouyy) pnenyiaiamne aimuoma xya.se 




Seq. No. 


405940 




Seq. ID 


LIB3479-001-Q6-K1-G12 




Method 


rj T 7\ C T>"\7 

bLAo i N 




NCBI GI 


gozo /zoo 




BLAST score 


OCT 

351 


,; ™ 


E value 


u . Ue+uu 


"Jf 


Match length 


395 


EN 


% identity 


97 


Oi 


NCBI Description 


Oryza sativa genomic DNA, chromosome 




beq. No. 


A d c; CtA 1 




Seq. ID 


LIB3479-001-Q6-K1-G2 




Method 


BLASTX 


y s 


NCBI GI 


g2499709 




BLAST score 


663 




E value 


8.0e-70 




Match length 


125 




% identity 


98 




NCBI Description 


PHOSPHOLIPASE D 1 PRECURSOR (PLD 1) 



(CHOLINE PHOSPHATASE 1) 
SPHOLIPASE D 1) 
>gi_1020415_dbj_BAA11136_ (D73411) phospholipase D [Oryza 
sativa] >gi_1902 903_dbj_BAA194 67_ (AB001920) phospholipase 
D [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405942 

LIB3479-001-Q6-K1-G4 

BLASTX 

g2827665 

663 

1.0e-69 

143 

77 

(AL021637) vacuolar sorting receptor-like protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



405943 

LIB347 9-001-Q6-K1-G5 

BLASTX 

g82502 

371 

2.0e-35 

127 

63 



52385 



NCBI Description prolamin precursor {clone pX24) - rice 

>gi_20304_eiab_CAA37850_ (X53857) prolamin [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405944 

LIB3479-001-Q6-K1-G7 

BLASTX 

g556401 

670 

2.0e-70 

167 

78 

(M28159) glutelin [Oryza sativa] 
405945 

LIB3479-001-Q6-K1-G8 

BLASTX 

g544399 

507 

1.0e-51 

102 

94 

GLUTELIN TYPE-B 1 PRECURSOR >gi_82472_pir S04073 glutelin 

precursor (clone pREEKl) - rice >gi_100677_pir S177 62 

glutelin gluB-1 precursor - rice >gi_20210_emb_CAA38212_ 
(X54314) glutelin [Oryza sativa] >gi_20223_emb_CAA32706_ 
(X14568) preglutelin [Oryza sativa] 



Seq. No. 


405946 


Seq. ID 


LIB3479-001-Q6-K1-G9 


Method 


BLASTX 


NCBI GI 


g5669871 


BLAST score 


357 


E value 


3.0e-45 


Match length 


179 


% identity 


60 


NCBI Description 


( AF135014 } dihydrolipoamide 


Seq. No. 


405947 


Seq. ID 


LIB3479-001-Q6-K1-H10 


Method 


BLASTN 


NCBI GI 


g5257099 


BLAST score 


118 


E value 


1.0e-59 


Match length 


305 


% identity 


91 


NCBI Description 


Oryza sativa granule bound 




partial cds 


Seq. No. 


405948 


Seq. ID 


LIB3479-001-Q6-K1-H11 


Method 


BLASTX 


NCBI GI 


gl29916 


BLAST score 


442 


E value 


5.0e-44 


Match length 


106 


% identity 


83 



S-acetyltransferase [Zea mays] 



(wx) gene, 



NCBI Description PHOS PHOGL YCERATE KINASE , CYTOSOLIC >gi_66911_pir TVWTGY 



52386 



phosphoglycerate kinase (EC 2.7.2.3), cytosolic - wheat 
>gi__21835_emb_CAA33302_ (X15232) phosphoglycerate kinase 
(AA 1 - 401) [Triticum aestivum] 





Seq. No. 


405949 




beq. id 


Liitio4 / y — uui — yo - niz 




Method 


DT 71 OTV 




NCBI GI 


g41^obyo 




nliAol score 


j y i 




E value 


o . Ue-io 




Match length 


12o 




% identity 


00 




NCBI Description 


lArsuioou4/ proiamin [\ 




Seq. No. 


405950 




Seq. ID 


LIB3479-001-Q6-K1-H4 




Method 


rjT t\ OfV 

hJLAb 1 A 




NCBI GI 


golo4^oi 




BLAST score 


r T (C 

536 




E value 


7 . Oe-oo 


m 


Match length - 


142 




% identity 


76 


fn 


NCBI Description 


(ACUU41jd) putative T3 






thaliana] 




Seq. No. 


405951 




Seq. ID 


LIB347 9-001-Q6-K1-H9 




Method 


BLAST N 




NCBI GI 


g2662342 


pi 


BLAST score 


107 


D 


E value 


2 . Oe-53 




Match length 


115 




% identity 


yy 


P 
f": 


NCbi Description 


Oryza sativa mRNA for 




Seq. No. 


.405952 




Seq. ID 


LIB347 9-001-Q6-K2-A11 




Method 


BLASTX 




NCBI GI 


gl34595 




BLAST score 


725 




E value 


6.0e-77 




Match length 


137 




. % identity 


99 




NCBI Description 


SUPEROXIDE DISMUTASE-: 



putative TBP-binding protein [Arabidopsis 



complete cds 



CU-ZN] >gi_280412_pir S22508 

superoxide dismutase (EC 1.15.1.1) (Cu-Zn) sodA - rice 
>gi_218224_dbj_BAA00799_ (D00999) copper/ zinc-superoxide 
dismutase [Oryza sativa] >gi_685242 (L19435) cytosolic 
copper/ zinc-superoxide dismutase [Oryza sativa] 

>gi_1096504_prf 2111424A Cu/Zn superoxide dismutase [Oryza 

sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



405953 

LIB347 9-001-Q6-K2-A12 

BLASTX 

g3367534 

182 

2.0e-13 
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Match length 


42 


% identity 


7 4 


nudx Description 






^ nitiirL/Ui: J nomoxog go uz*±xuo xxoni noiuu oa.pxe.uo. 




thaliana] 


oeq. no. 




-LJJ 


ijlD / J Uvl S*" t\*J 


L v lc LI 1UU. 




NCBI GI 


g2662343 


BLAST score 


558 


E value 


<l . ue — 0 / 


Matcn lengtn 




% identity 


1UU 


NCBI Description 


\JJDOOOJ-/ EjI: X axpila. f_UXyZ.a. octLXVclJ 


beg. wo. 


/I fi c: qc c 




LtlDJl / J Uv-L yu JA^L i-j.U 


Method 


QT 7\ O TV 

rSLiAo 1 A 






BLAST score 


280 


E value 


8.0e-25 


Match length 


53 


% identity 


100 


NCBI Description 


(AP000559) ESTs AU078183 (C62904 } , C73912 (E21020 



[Arabidopsis 



to a region of the predicted gene.; Similar to water stress 
inducible protein (U74296) [Oryza sativa] 



Seq. No. 


405956 


Seq. ID 


LIB3479-001-Q6-K2-A8 


Method 


BLASTX 


NCBI GI 


g2570158 


BLAST score 


306 


E value 


9.0e-28 


Match length 


166 


% identity 


43 


NCBI Description 


(D38117) m-calpain large subunit 


Seq. No. 


405957 


Seq. ID 


LIB3479-001-Q6-K2-B11 


Method 


BLASTX 


NCBI GI 


gl21469 


BLAST score 


445 


E value 


4.0e-66 


Match length 


129 


% identity 


100 


NCBI Description 


GLUTELIN TYPE I PRECURSOR (CLONE 



>gi_82474_pir S06350 glutelin type I precursor (clone 

pREE61) - rice >gi_20215_emb_CAA2914 9_ (X05661) glutelin 
[Oryza sativa] 

Seq. No. 405958 

Seq. ID LIB3479-001-Q6-K2-B12 

Method BLASTX 

NCBI GI gl381154 

BLAST score 304 

E value 1.0e-27 



52388 



Match length 


i n £ 




O 0 


MPDT Placrri ni"i nn 
iN^-JDX UtJisl—I. X.JJ L.XVJI1 


fnRft^TR > WPOR71 9 TTritieum aestivuml 


beq. No. 




DcCJ • IU 


T,TR^47Q-0m -06-K7-B3 

LllD Jl / Zf \J\J X O J 




RT.A^TX 


NCBI GI 


g20217 


BLAST score 


580 


£j vaxue 




Match length 




% identity 


on 


INL-Jjx UeSCJL -LpL.JLUJ.1 


\au J uuz. y y luLcxiii [ui j dqiivqj 


beq. no. 


4 uo you 


oc<4» xU 


T TR^47Q-rini -06-K9— RS 

JjIDOt / J UUx S^U LJ 






IN i-P X vj X 


a3252815 


BLAST score 


489 


E value 


3.0e-49 


Match length 


118 


% identity 


74 


NCBI Description 


(AC004705) vacuolar sorting receptor 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] >gi_3810588 (AC005398) vacuolar 
sorting receptor-like protein [Arabidopsis thaliana] 

405961 

LIB3479-001-Q6-K2-B6 

BLASTX 

g544399 

697 

1.0e-73 

153 

87 

GLUTELIN TYPE-B 1 PRECURSOR >gi_82472j?ir S04073 glutelin 

precursor (clone pREEKl) - rice >gi_100677_pir S17762 

glutelin gluB-1 precursor - rice >gi_20210_emb_CAA38212_ 
(X54314) glutelin [Oryza sativa] >gi_20223_emb_CAA32706_ 
(X14568) preglutelin [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



405962 

LIB3479-001-Q6-K2-B8 

BLASTX 

g3482974 

535 

1.0e-54 

164 
65 

(AL031369) ATP-dependent Clp proteinase-like protein 
[Arabidopsis thaliana] 

405963 

LIB3479-001-Q6-K2-C11 

BLASTX 

g4903006 

404 

2.0e-39 



52389 



Match length 

% identity 

NCBI Description 



ID 

133 
60 

(AB027458) ACE [Arabidopsis thaliana] 

>gi_5 90308 6_gb_AAD5 5 64 4 . 1_AC0 08 017__1 7 (AC008017) 

[Arabidopsis thaliana] 



ACE 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405964 

LIB347 9-001-Q6-K2-C2 

BLASTX 

g544399 

307 

3.0e-52 

113 

96 

GLUTELIN TYPE-B 1 PRECURSOR >gi_82472__pir S04073 glutelin 

precursor (clone pREEKl ) - rice >gi_100677_pir S17762 

glutelin gluB-1 precursor - rice >gi_20210_emb_CAA38212__ 

(X54314) glutelin [Oryza sativa] >gi_20223_emb_CAA32706_ 

(X14568) preglutelin [Oryza sativa] 



405965 

LIB3479-001-Q6-K2-C3 

BLASTX 

g3643085 

490 

2.0e-49 

154 

67 

(AF075580) protein phosphatase-2C; 
crystallinum] 



PP2C [Mesembryanthemum 



Seq. No. 
Seq. ID 



405966 

LIB3479-001-Q6-K2-C8 

BLASTX 

g3914470 

358 

5.0e-34 

77 

84 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 
>gi_1321868_emb_CAA66373_ (X97771) lOkD PSII protein 
[Hordeum vulgare] 

405967 

LIB3479-001-Q6-K2-C9 

BLASTX 

g543711 

413 

2.0e-40 

84 

100 

14-3-3-LIKE PROTEIN S94 >gi_419796_pir S30927 14-3-3 

protein homolog - rice >gi_303859_dbj_BAA03711_ (D16140) 
brain specific protein [Oryza sativa] 

405968 

LIB3479-001-Q6-K2-D10 



52390 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 
g82452 
266 

6.0e-30 

85 

85 

prolamin 13K precursor (clone lambda- RM2 ) - rice 
>gi_218187_dbj_BAA01981_ (D11385) prolamin [Oryza sativa] 
>gi_251077_bbs_108647 (S39468) 13 kda prolamin [Oryza 
sativa] 





Seq. No. 


405969 




Seq. ID 


LIB347 9-001-Q6-K^-D11 




Method 


BLASTN 




NCBI GI 


g2961177 




BLAST score 


225 




E value 


1. Oe-123 




Match length 


253 




% identity 


96 


c 


NCBI Description 


Oryza sativa GTP-binding 


0 T 


Seq. No. 


405970 




Seq. ID 


LIB347y-uUl-Qo-Kz-D4 




Method 


BLASTX 




NCBI GI 


g2245136 




BLAST score 


397 




E value 


1.0e-38 


y . 


Match length 


121 




% identity 


64 




NCBI Description 


(Z97344) trehalose-6-pho: 


C 


[Arabidopsis thaliana] 




Seq. No. 


405971 




Seq, ID 


LIB3479-001-Q6-K2-D5 




Method 


BLASTX 




NCBI GI 


g3252815 




BLAST score 


730 




E value 


2.0e-77 




Match length 


170 



% identity 

NCBI Description 



72 

(AC004705) vacuolar sorting receptor-like protein 
[Arabidopsis thaliana] >gi_3810588 (AC005398) vacuolar 
sorting receptor-like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405972 

LIB3479-001-Q6-K2-D8 

BLASTX 

gll5787 

747 

2.0e-79 

143 

99 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_einb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



52391 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405973 

LIB3479-001-Q6-K2-D9 

BLASTX 

g3559805 

660 

3.0e-69 
157 
73 

(AJ006787) 
thaliana] 



putative phytochelatin synthetase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405974 

LIB3479-001-Q6-K2-E1 

BLASTX 

g3264767 

143 

7.0e-09 

85 

44 

(AF071893) AP2 domain containing protein [Prunus armeniaca] 
405975 

LIB3479-001-Q6-K2-E10 

BLASTX 

g3023275 

504 

2.0e-52 

130 

82 

AL PHA- GLUCOS I DAS E PRECURSOR (MALTASE) 

>gi_2130027_pir S65057 alpha-glucosidase (EC 3.2.1.20) - 

barley >gi_944901 (U22450) alpha-glucosidase [Hordeum 
vulgare] 

405976 

LIB3479-001-Q6-K2-E11 

BLASTX 

gl705733 

512 

5.0e-52 

108 

87 

CALCIUM-DEPENDENT PROTEIN KINASE, ISOFORM 1 (CDPK 1) 

>gi_542156_pir JC1515 calcium-dependent protein kinase (EC 

2.7.1.-) - rice >gi_435466_dbj_BAA02698_ (D13436) 
calcium-dependent protein kinase [Oryza sativa] 

405977 

LIB3479-001-Q6-K2-E6 

BLASTX 

g5912299 

449 

2.0e-44 

102 

85 

(AJ133787) gigantea homologue 



[Oryza sativa] 



52392 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405978 

LIB3479-001-Q6-K2-E7 
BLASTX 
g!32105 
661 

2.0e-69 
141 
8 9 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) 
precursor (clone pOSSS1139) - rice >gi_218208_dbj__BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



small chain 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405979 

LIB347 9-001-Q6-K2-E8 

BLASTX 

g544399 

745 

3.0e-79 

145 

99 

GLUTELIN TYPE-B 1 PRECURSOR >gi_82472_pir S04073 glutelin 

precursor (clone pREEKl) - rice >gi_100677_pir S17762 

glutelin gluB-1 precursor - rice >gi_20210_einb_CAA38212_ 
(X54314) glutelin [Oryza sativa] >gi_20223_emb_CAA32706_ 
(X14568) preglutelin [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405980 

LIB347 9-001-Q6-K2-E9 

BLASTX 

g4126693 

223 

3.0e-18 

73 

63 

(AB016504) prolamin [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405981 

LIB347 9-001-Q6-K2-F10 

BLAST N 

g5091496 

122 

8.0e-62 

174 

31 

Oryza sativa genomic DNA, 
complete sequence 



chromosome 6, clone P0680A03, 



Seq. No. 
Seq. ID 
Method 



405982 

LIB3479-001-Q6-K2-F11 
BLASTX 



52393 





NCBI GI 


g4z±y y i 




BLAST score 


y 4 y 




E value 


l.Oe-111 




Match length 


196 




% identity 


yo 




NCBI Description 


1 y?-al riha-rrl nnan V > ir*3T>r , Vi "l nrr P>n "7 \7m / F,P 9 4 1,18) St>el 
1 f dipria ylUUdil JJX dliOXlJ-Xiy CllZ.yiLLe \ J-jV^ ^..i.x.xu; ^x/^j- 




r , r .^.. r(; „ r _ -rl n& ->rri 9P47404 Hhn RAA01616 (D10838) 






1 4— ;3 1 nh^— rrl nn^n hfranrh i ncr pnzvme TOrvza satival 




Seq. No. 


4 uoyoJ 




064. 11J 






Mernoa 






NCBI GI 


gl214 / / 




BLAST score 


594 




E value 


1 . ue 01 




Match length 


121 




% identity 


93 




jnuox Description 


rr titet tn PRFrnR^OP >rn 8?471 nir S05443 alutelin precursor 




/ p i nnD lamhHa-R'r^l ^ - H >ai emb CAA32566 (X14393) 






preproxgiuizeiin \t\i\ z4 i-o 4/0; i_ux.yz.ci odLivaj 








Ql 


Seq. No. 


/AC QQ A 




oeq. iu 






Method 




fi 








BLAST score 


225 




E value 


2.0e-18 




Match length 


4 D 


Si 


% identity 


Q Q 

y o 




NCBI Description 


(Ar Ujo joo] pyruvate aenyorogenase jtnidofc; xouiuim z.* cuc^t. 






[Zea mays] 




Seq. No. 


4U0 yoo 




beq. lu 


JbiDj^t / 3 uui yo rvz. r ft 




Method 


BLiAb 1a 


f~- 


. NCBI GI 


g2708532 




BLAST score 


249 




E value 


i . ue 




Matcn lengtn 


lui 




% identity 


o / 




NCBI Description 


f is. TTHO Q*^ 1 \ TMifafi TTa RTCflV hi nHi nrr nrntpi n fNl rnfl ana i" abaCUITll 




Seq. No. 


4Uoyob 




beq. ID 


LiDj^ / y uui yo i\z r j 




Method 


BLASTX 




NCBI CjI 


g4Zu oizz. 




BLAST score 


526 




E value 


2.0e-53 




Matcn lengtn 


lz.0 




% identity 


T Q 
/ O 




NCBI Description 


(ArUy/ob/) protein pnospnauase z.^ noiuoxog [LYiesenujxycixiuii^iituiLL 






crystallinum] 




Seq. No. 


405987 




Seq. ID 


LIB3479-001-Q6-K2-F7 




Method 


BLASTX 



52394 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl21476 
858 

2.0e-92 

176 

91 

GLUTELIN PRECURSOR >gi_82470_pir S07640 glutelin precursor 

(clone 5b-l) - rice >gi_20232_emb_CAA33838_ (X15833) 
precursor (AA -24 to 475) [Oryza sativa] 

405988 

LIB3479-001-Q6-K2-G1 

BLASTX 

gl29591 

214 

3.0e-17 

69 

62 

PHENYLALANINE AMMONIA- LYASE >gi_295824_emb_CAA34226_ 
(X16099) phenylalanine ammonia-lyase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405989 

LIB3479-001-Q6-K2-G12 

BLASTN 

g5257255 

358 

0.0e+00 

395 

97 

Oryza sativa genomic DNA, 



chromosome 8, clone : P0026F07 



405990 

LIB3479-001-Q6-K2-G2 

BLASTX 

g2499709 

791 

9.0e-85 

148 

99 

PHOSPHOLIPASE D 1 PRECURSOR (PLD 1) (CHOLINE PHOSPHATASE 1) 
(PHOSPHATIDYLCHOLINE-HYDROLYZING PHOSPHOLIPASE D 1) 
>gi_1020415_dbjJ3AA11136_ (D73411) phospholipase D [Oryza 
sativa] >gi_1902903_dbj_BAA19467_ (AB001920) phospholipase 
D [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



405991 

LIB3479-001-Q6-K2-G4 

BLASTX 

g4982499 

775 

9.0e-83 

171 

75 

(AC000107) F17F8.5 [Arabidopsis thaliana] 
405992 

LIB3479-001-Q6-K2-G5 
BLASTX 



52395 




NCBI GI g4126693 

BLAST score 284 

E value 4.0e-28 

Match length 117 

% identity 60 

NCBI Description (AB016504) prolamin [Oryza sativa] 

Seq. No. 405993 

Seq. ID . LIB3479-001-Q6-K2-G7 

Method BLASTX 

NCBI GI g556401 

BLAST score 604 

E value 1.0e-62 

Match length 155 

% identity 75 

NCBI Description (M28159) glutelin [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405994 

LIB3479-001-Q6-K2-G8 

BLASTX 

g544399 

603 

8.0e-63 

124 
92 

GLUTELIN TYPE-B 1 PRECURSOR >gi_82472_pir S04073 glutelin 

precursor (clone pREEKl ) - rice >gi_100677_pir S177 62 

glutelin gluB-1 precursor - rice >gi_20210_emb_CAA38212_ 
(X54314) glutelin [Oryza sativa] >gi_20223_emb_CAA32706__ 
(X14568) preglutelin [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405995 

LIB3479-001-Q6-K2-G9 

BLASTX 

g5669871 

336 

3.0e-42 

102 

88 

(AF135014) dihydrolipoamide S-acetyltransf erase 



[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



405996 

LIB347 9-001-Q6-K2-H10 

BLASTN 

g5257099 

134 

3.0e-69 

296 

95 

Oryza sativa granule bound starch synthase (wx) gene, 
partial cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



405997 

LIB3479-001-Q6-K2-H11 

BLASTX 

gl29916 

602 



52396 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-62 

139 
87 

PHOSPHOGLYCERATE KINASE, CYTOSOLIC >gi_66911_pir TVWTGY 

phosphoglycerate kinase (EC 2.7.2.3), cytosolic - wheat 
>gi_21835_emb_CAA33302_ (X15232) phosphoglycerate kinase 
(AA 1 - 401) [Triticum aestivum] 



405998 

LIB3479-001-Q6-K2-H12 

BLASTX 

g82502 

356 

1.0e-33 

124 

60 

prolamin precursor (clone pX24) 
>gi_20304_emb_CAA37850__ (X53857) 



- rice 

prolamin [Oryza sativa] 



405999 

LIB3479-001-Q6-K2-H2 

BLASTX 

g3023275 

194 

6.0e-15 

81 

53 

ALPHA-GLUCOSIDASE PRECURSOR ( MALT AS E) 

>gi_2130027_pir S65057 alpha-glucosidase (EC 3.2.1.20) 

barley >gi_944901 (U22450) alpha-glucosidase [Hordeum 
vulgare] 

406000 

LIB3479-001-Q6-K2-H4 

BLASTX 

g3184283 

613 

8.0e-64 

166 

74 

(AC004136) putative TBP-binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406001 

LIB3479-001-Q6-K2-H8 

BLASTX 

gl00876 

229 

6.0e-19 

76 

63 

globulin-2 
globulin 2 



precursor - 
[Zea mays] 



maize >gi_228310_prf 1802402A 



Seq. No. 
Seq. ID 
Method 



406002 

LIB3479-001-Q6-K2-H9 
BLASTN 



52397 



4> 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
. Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



g2662342 
107 

2.0e-53 

115 

99 

Oryza sativa mRNA for EF-1 alpha, complete cds 
406003 

LIB3479-002-Q6-K1-A4 

BLASTX 

gl29916 

398 

9.0e-39 

91 

86 

PHOSPHOGLYCERATE KINASE, CYTOSOLIC >gi_66911jpir TVWTGY 

phosphoglycerate kinase (EC 2.7.2.3), cytosolic - wheat 
>gi_21835_emb_CAA33302_ (X15232) phosphoglycerate kinase 
(AA 1 - 401) [Triticum aestivum] 



Seq. No. 


406004 


Seq. ID 


LIB3479-002-Q6-K1-A5 


Method 


BLASTX 


NCBI GI 


g5531484 


BLAST score 


553 


E value 


6.0e-57 


Match length 


122 


% identity 


93 


NCBI Description 


(Y17898) OCL1 homeobox protein 


Seq. No. 


406005 


Seq. ID 


LIB347 9-002-Q6-K1-B1 


Method 


BLASTN 


NCBI GI 


g2739216 


BLAST score 


73 


E value 


7.0e-33 


Match length 


81 


% identity 


98 


NCBI Description 


Hordeum vulgare L41 ribosomal ] 


Seq. No. 


406006 


Seq. ID 


LIB347 9-002-Q6-K1-B5 


Method 


BLASTX 


NCBI GI 


g2984709 


BLAST score 


165 


E value 


5.0e-12 


Match length 


41 


% identity 


78 


NCBI Description 


(AF053468) DnaJ-related protei: 


Seq. No. 


406007 


Seq. ID 


LIB3479-002-Q6-K1-C1 


Method 


BLASTX 


NCBI GI 


g4455276 


BLAST score 


203 


E value 


4.0e-19 


Match length 


91 



[Zea mays] 



[Zea mays] 



52398 



© # 

% identity 60 

NCBI Description (AL035527) peptide transporter-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406008 

LIB3479-002-Q6-K1-C10 

BLASTX 

gl825645 

304 

1.0e-27 

72 

76 

(U88173) weak similarity to Arabidopsis thaliana 
ubiquitin-like protein 8 [Caenorhabditis elegans] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



406009 

LIB3479-002-Q6-K1-C11 

BLASTX 

g5257292- 

619 

2.0e-64 

152 

80 



NCBI Description (AF124740) unknown [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406010 

LIB3479-002-Q6-K1-C2 

BLASTX 

g3914431 

491 

2.0e-49 

130 

76 

PROTEASOME COMPONENT C8 (MACROPAIN SUBUNIT C8) 
(MULT I CATALYTIC ENDOPEPTIDASE COMPLEX SUBUNIT C8) 
>gi_2285802_dbj_BAA21651_ (D78173) 26S proteasome alpha 
subunit [Spinacia oleracea] 



Seq. No. 


406011 


Seq. ID 


LIB3479-002-Q6-K1-C8 


Method 


BLASTX 


NCBI GI 


g225710 


BLAST score 


661 


E value 


2.0e-69 


Match length 


138 


% identity 


91 


NCBI Description 


glutelin [Oryza sativa] 


Seq. No. 


406012 


Seq. ID 


LIB3479-002-Q6-K1-D1 


Method 


BLASTX 


NCBI GI 


g225710 


BLAST score 


999 


E value 


1.0e-109 


Match length 


202 


% identity 


93 


NCBI Description 


glutelin [Oryza sativa] 



52399 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406013 

LIB3479-002-Q6-K1-D11 

BLASTX 

g3023816 

174 

5.0e-13 

44 
86 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 
>gi__968996 (U31676) glyceraldehyde-3-phosphate 
dehydrogenase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406014 

LIB3479-002-Q6-K1-D2 

BLASTX 

g3023271 

192 

4.0e-18 

60 
90 

GLUTATHIONE- DEPENDENT FORMALDEHYDE DEHYDROGENASE (FDH) 
(FALDH) (GSH-FDH) >gi_1675394 (U77637) class III ADH enzyme 
[Oryza sativa] 



Seq. No. 


406015 


Seq. ID 


LIB3479-002-Q6-K1-D3 


Method 


BLASTX 


NCBI GI 


g20217 


BLAST score 


333 


E value 


2.0e-31 


Match length 


72 


% identity 


89 


NCBI Description 


(X05662) glutelin [Oryza sativa] 


Seq. No. 


406016 


Seq. ID 


LIB3479-002-Q6-K1-E5 


Method 


BLASTX 


NCBI GI 


gl737492 


BLAST score 


173 


E value 


2.0e-12 


Match length 


46 


% identity 


74 


NCBI Description 


(U81318) poly (A) -binding protein [Triticum 


Seq. No. 


406017 


Seq. ID 


LIB3479-002-Q6-K1-E8 


Method 


BLASTN 


NCBI GI 


g971121 


BLAST score 


46 


E value 


8.0e-17 


Match length 


53 


% identity 


98 


NCBI Description 


Rice DNA for 13kDa prolamin, complete cds 


Seq. No. 


406018 


Seq. ID 


LIB3479-002-Q6-K1-F11 



52400 



o 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl21477 

201 

3.0e-16 

39 

90 

GLUTELIN PRECURSOR >gi_82471_pir S05443 glutelin precursor 

(clone lambda-RG21) - rice >gi_20227_emb_CAA32566_ (X14393) 
preprolglutelin (AA -24 to 476) [Oryza sativa] 
>gi_22€767_prf 1604474A glutelin [Oryza sativa] 

406019 

LIB3479-002-Q6-K1-F7 

BLASTX 

g4587607 

217 

7.0e-18 

66 

58 

(AC006951) putative antisense basic fibroblast growth 
factor [Arabidopsis thaliana] 

406020 

LIB3479-002-Q6-K1-G1 

BLASTX 

gl345132 

312 

1.0e-28 

102 
63 

(U47029) ERECTA 
>gi_1389566_dbj 



[Arabidopsis thaliana] 

BAA11869_ (D83257) receptor protein kinase 



[Arabidopsis thaliana] >gi_3075386 (AC004484) receptor 





protein kinase, ERECTA [Arabidopsis thaliana] 


Seq. No. 


406021 


Seq. ID 


LIB3479-002-Q6-K1-G10 


Method 


BLASTX 


NCBI GI 


g4006893 


BLAST score 


321 


E value 


1.0e-29 


Match length 


82 


% identity 


78 


NCBI Description 


(Z99708) aminopeptidase-like protein [Arabidopsis 


Seq. No. 


406022 


Seq. ID 


LIB3479-002-Q6-K1-G2 


Method 


BLASTN 


NCBI GI 


g5852077 


BLAST score 


150 


E value 


6.0e-79 


Match length 


192 


% identity 


94 


NCBI Description 


Oryza sativa indica(GLA4) genomic DNA, chromosome 




clone: b6015 


Seq. No. 


406023 



4, BAC 



52401 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI ^ 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3479-002-Q6-K1-G4 

BLASTX 

g544399 

741 

9.0e-79 

158 

89 

GLUTELIN TYPE-B 1 PRECURSOR >gi_82472_pir S04073 glutelin 

precursor (clone pREEKl) - rice >gi_100677_pir S17762 

glutelin gluB-1 precursor - rice >gi_20210_emb_CAA38212_ 
(X54314) glutelin [Oryza sativa] >gi_20223_emb_CAA32706_ 
(X14568) preglutelin [Oryza sativa] 

406024 

LIB347 9-002-Q6-K1-G8 

BLASTX 

g733454 

4 63 

2.0e-46 
118 

76 ^ % 

(U23188) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 

406025 

LIB3479-002-Q6-K1-G9 

BLASTX 

g2827002 

704 

2.0e-74 

146 

92 

(AF005993) HSP70 [Triticum aestivum] 
406026 

LIB3479-002-Q6-K1-H11 

BLASTX 

g809064 

400 

5.0e-39 

83 
96 

(X06149) glutelin [Oryza sativa] >qi 225732 prf 1312289A 
glutelin 



glutelin [Oryza saMva] >gi__225732_prf_ 
[Oryza sativa] 



406027 

LIB3479-002-Q6-K1-H5 

BLASTX 

g4455214 

406 

2.0e-39 

128 

67 

(AL03544 0) putative dihydrolipoamide succinyltransf erase 
[Arabidopsis thaliana] 



Seq. No. 



406028 



52402 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3479-002-Q6-K1-H6 

BLASTX 

g544400 

740 

1.0e-78 

145 

99 

GLUTELIN TYPE-B 2 PRECURSOR >gi_10067 6_pir S17763 glutelin 

gluB-2 precursor - rice >gi_20212_emb_CAA38110_ (X54192) 
glutelin [Oryza sativa] 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406029 

LIB3479-002-Q6-K2-A12 

BLASTX 

g400750 

156 

2.0e-10 

43 

67 

LIGNIN FORMING ANIONIC PEROXIDASE PRECURSOR >gi_170203 
(M74103) anionic peroxidase [Nicotiana sylvestris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406030 

LIB3479-002-Q6-K2-A4" 

BLASTX 

gl29916 

385 

3.0e-37 

87 

87 

PHOS PHOGLYCERATE KINASE, CYTOSOLIC >gi_66911jpir TVWTGY 

phosphoglycerate kinase (EC 2.7.2.3), cytosolic - wheat 
>gi_21835_emb_CAA33302_ (X15232) phosphoglycerate kinase 
(AA 1 - 401) [Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406031 

LIB3479-002-Q6-K2-A5 

BLASTX 

g5531484 

532 

2.0e-54 

117 

93 

(Y17898) OCL1 homeobox protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406032 

LIB3479-002-Q6-K2-B1 

BLASTN 

g2739216 

77 

3.0e-35 

85 

98 

Hordeum vulgare L41 ribosomal protein 



Seq. No. 
Seq. ID 



406033 

LIB3479-002-Q6-K2-C1 



52403 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4455276 

303 

2.0e-27 

99 

66 

(AL035527) 
thaliana] 



peptide transporter-like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



406034 

LIB3479-002-Q6-K2-C11 

BLASTX 

g5257292 

699 

8.0e-74 

171 

81 

(AF124740) unknown [Zea mays] 
406035 

LIB3479-002-Q6-K2-C2 

BLASTX 

g3914431 

421 

3.0e-41 

93 

89 

PROTEASOME COMPONENT C8 (MACROPAIN SUBUNIT C8 ) 
(MULT I CATALYTIC ENDOPEPTIDASE COMPLEX SUBUNIT C8) 
>gi_2285802_dbj_BAA21651_ (D78173) 26S proteasome alpha 
subunit [Spinacia oleracea] 

406036 

LIB3479-002-Q6-K2-C4 

BLASTX 

g4730884 

482 

1.0e-48 

113 

84 

(AB007404) alanine aminotransferase [Oryza sativa] 
>gi_4730886_dbj_BAA77261.1_ (AB007405) alanine 
aminotransferase [Oryza sativa] 

406037 

LIB3479-002-Q6-K2-C8 

BLASTX 

g72300 

778 

3.0e-83 

152 

97 

glutelin II precursor - rice >gi_218165_db j_BAA00462_ 
(D00584) prepro-glutelin [Oryza sativa] 

406038 

LIB3479-002-Q6-K2-D1 



52404 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g225710 

893 

1.0e-96 

182 

93 

glutelin [Oryza sativa] 
406039 

LIB3479-002-Q6-K2-D11 

BLASTX 

g3023816 

245 

4.0e-21 

71 

73 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 
>gi_968996 (U31676) glyceraldehyde-3-phosphate 
dehydrogenase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406040 

LIB347 9-002-Q6-K2-D2 

BLASTX 

g3023271 

242 

9.0e-26 

102 

59 

GLUTATHIONE- DEPENDENT 
(FALDH) (GSH-FDH) >gi_ 
[Oryza sativa] 



FORMALDEHYDE DEHYDROGENASE (FDH) 
1675394 (U77637) class III ADH enzyme 



Seq. No. 


406041 


Seq. ID 


LIB3479-002-Q6-K2-D3 


Method 


BLASTX 


NCBI GI 


gl21473 


BLAST score 


474 


E value 


8.0e-48 


Match length 


101 


% identity 


90 


NCBI Description 


GLUTELIN TYPE I PRECURSOR (CLONE 


Seq. No. 


406042 


Seq. ID 


LIB3479-002-Q6-K2-E5 


Method 


BLASTX 


NCBI GI 


gl737492 


BLAST score 


468 


E value 


1.0e-46 


Match length 


107 


% identity 


84 


NCBI Description 


(U81318) poly (A) -binding protein 


Seq. No. 


406043 


Seq. ID 


LIB347 9-002-Q6-K2-E6 


Method 


BLASTX 


NCBI GI 


g5107831 


BLAST score 


152 



PREE 103) 



52405 



E value 
Match length 
% identity 
NCBI Description 



6.0e-10 

63 
54 

(AF149413) contains similarity to protein kinase domains 
{Pfam F00069, Score=162.6, £=6.86-45, N=l) and leucien rich 
repeats (Pfam PF00560, Score=210.7, E=2.2e-59, N=10) 
[Arabidopsis thaliana] 



C £\ /~r Kfo 

oeq ■ iNO . 


ft U OU^t f± 


beq. 1JJ 


T TTS^y? 7 Q — f 

LtLSD o4 / y*~i 


Method 






rrQ7 1 191 




1 96 


Hi V Ct-L Lis? 




Match length 


146 


% identity 


97 


NCBI Description 


Rice DNA 


Seq. No. 


406045 


Seq, ID 


LIB3479-I 


Method 


BLASTX 


NCBI GI 


gl21477 


BLAST score 


208 


E value 


5.0e-17 


Match length 


41 


% identity 


90 


NCBI Description 


GLUTELIN 



002-Q6-K2-E8 



for 13kDa prolamin, complete cds 



002-Q6-K2-F11 



PRECURSOR >gi_82471__pir S05443 glutelin precursor 

(clone lambda-RG21) - rice >gi_20227_emb_CAA32566_ (X14393) 
preprolglutelin (AA -24 to 47 6) [Oryza sativa] 
>gi_226767_prf 1604474A glutelin [Oryza sativa] 



Seq. No. 


406046 


Seq. ID 


LIB3479-002-Q6-K2-F12 


Method 


BLASTX 


NCBI GI 


g3258575 


BLAST score 


178 


E value 


2.0e-13 


Match length 


42 


% identity 


74 


NCBI Description 


(U89959) Hypothetical protein [Arabidopsis 


Seq. No. 


406047 


Seq. ID 


LIB347 9-002-Q6-K2-F4 


Method 


BLASTN 


NCBI GI 


g736271 


BLAST score 


55 


E value 


7.0e-23 


Match length 


68 


% identity 


94 


NCBI Description 


0. sativa hsp70 gene for heat shock protein 


Seq. No. 


406048 


Seq. ID 


LIB3479-002-Q6-K2-F7 


Method 


BLASTX 


NCBI GI 


g4587607 


BLAST score 


337 


E value 


1.0e-31 



52406 



Ma 4- n "1 onrY"hVi 
ridLoli Xfciiiy Lil 


X u o 


is iLieiiT_ii_y 


O 0 




\r\\^\JKJ\jyD±} LJU.l_a.LxVC alltlocilbc Jjaolu 1XJL>X LJJJlclo L yx(JWL.lI 




f acf at* r Z\ "r^aV^n Hat^q tq fhal i ana 1 
XCLL'LL'X j_.tt.X CiJ^JX Uw^/O X O UilO.XXa.llCl J 


oeq • inu • 






T.TFH47 9-fifl9-On'-K'9-(^1 
jjidj*: / y yu ox 


Mot" n nH 


JDXirio x z\ 


IM V^-L? X O X 


rrl ?4 M ^9 
y i J4 ji Ji 




jIZ 


E value 


o Ho— 9ft 


Match length 


102 


% identity 


63 


INOJDJL UGoCx XpLlUIl 


^n^7fl9Q> FRFfTA r ZXr-aH-i Hr^Qi <5 fhal i anal 




/yi 1JO jJGD LUJJ DnnllOU J ^L'OO^.w) / } ICLC^ILUI piULClll JS.XiICtO C 




rarahi Honci c fVial i anal >>rri "3 H 7 R ^ £ f ZiPPl fi 4 A B 4 \ roporiT"nr 




piUt.c±Il JvXilcloc^ JLJAJLL-lri ^rlx clJL?XLlvJ^->oX o Lila.XXa.ila. J 


beq. ino . 


^ u ou ou 


Ocirr TP) 


lilDJ'i / J UUl LvZ. VJiU 


rue liil?li 


DiirtU 1A 


NCBI GI 


g4006893 


BLAST score 


377 


hi tt^ Tit i^s. 

£* VaJLUe 


o . ue O D 


Match length 


_*4l 


% identity 


/ O 


NLbi Description 


t^yy/uoj ammopepLiaase—xiKe proi_em [AraDiaopsis Tznaxxanaj 


Seq, No. 


4UoUOl 


beq. ijj 


xjIJdj^ /y uuz yo i\z oil 


Method 


Dixrt.b i A 


NCBI GI 


g4887020 


BLAST score 


177 


E VcllUG 


9 Do— 1 ^ 

z . ue ij 


i*iaT_cn iengLfi 


o y 


% identity 


1 Q 


Vi\^XD X L-'CO \_-X Xjp L XLJil 


( 9 ^ W+-iaa9ft HoHnnoH nrnf Pin rMi noti ana taharnml 


beq. no. 




ocCJ« XIJ 


t tr^ A7 Q— nnQ—n^— W9— no 
XjXi_o*± uui yo i\4 bi 


Mo 4- V*i aH 
lric LilUU 


JDXiraO 1 IN 


WPBT fT 
JMUDl bl 


n cp q9fi77 


BLAST score 


245 


E value 


1.0e-135 


lYkALLvIl lelly LI1 


97 ? 


t> icienLiuy 


Q7 


NCBI Description 


Oryza sativa indica(GLA4) genomic DNA, chromosome 4, BAC 




L-XUIlc • DOvlJ 


Seq. No. 


4L3oUoo 


Oar* T Pi 

oeq. ijj 


liloo4 fy UUZ yo J\Z W 


Mo 4- }*i o H 


JDltrao J. IM 


NCBI GI 


g6015437 


BLAST score 


37 


E value 


3.0e-12 


Match length 


48 


% identity 


66 



52407 



NCBI Description Homo sapiens PEX1 mRNA, complete cds 



Sea No 


406054 

~ v v \J -%J ~ 


Seq. ID 


LIB347 9-00?-Ofi-K?-C;4 

LllDJ^l / ^ \J \J \J \J 1\.*£, \_J r± 


Method 


BLASTX 


NCBI GI 


a544399 
y *j ^ t «^ j 


BLAST score 


687 


E value 


2.0e-72 


Match length 


146 




89 




VJlj U 1 Ej i-i J. LN J. J. till O J_ I: i\£j\^ U I\0 UI\ /Ul O Z *i / 




picuuiDvi ^ U-Hjiic ^ji\J-j j_iX\ J. y iiLc /yi 




rrl liT" p 1 1 n rr 1 11R — 1 ni^pnirQriT — y*i fp *>rr "i 




\ a. ^ *± 0 J. *± y yiuLciiii i_^xyz.ci oaLivaj /yi 




vAx*±,jooy preyxuteim [uxyza, sacivaj 


Spa No 


4060SS 


Seq. ID 


LIB347 9-002-O6-K2-G8 


Method 


BLASTX 


NCBI GI 


g733454 


DT SOT 1 Qprtyo 


1 A Q 


IT 1 TT ^ 1 11 ^ 

iL value 


fi . ue"iu 


ixiaucn xeng in 


jO 


O lUCULl Ly 


0 0 


lnudx uescriptioii 


iu^jioo) cnxoropnyxx a/D—Dinaing apo] 




[Zea mays] 


^ * IN U ♦ 




Seq. ID 


LIB3479-002-Q6-K2-G9 


Method 


BLASTX 




rr9P97nn9 




00 / 


E value 


z . ue / z 


naLL.11 -Ldiy un 


1 






NCBI Description 


^AEUUoyyoy nbr/u Liriricum aestiivuinj 




1U UU J / 


Seq. ID 


LIB3479-002-Q6-K2-H11 


Method 


BLASTX 


MPDT fJT 
LN^JDX bl 


y zzoi?o y 


Dj-irio 1 score 


T J." 


17* TTO 1 lift 


0 • ue *t x 


iYiaxc.ii ieny in 


OZ 


-5 identity 




LNuni uescripnon 


glutelin [Oryza sativa] 


uCU • IN . 






T.TR'34 7 9-n0?-n6-K2-H r: i 
iiiD ji / ^7 uuz, v!U rvz. risj 


Method 

X X\_» ^±X^/\^L 


BLASTX 


NCBI GI 


g4455214 


BLAST score 


259 


E value 


2.0e-22 


Match length 


80 


% identity 


64 


NCBI Description 


(AL035440) putative dihydrolipo amide 




[Arabidopsis thaliana] 



_S04073 glutelin 
pir S17762 



52408 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406059 

LIB3479-002-Q6-K2-H6 

BLASTX 

g544400 

713 

2.0e-75 

140 

99 

GLUTELIN TYPE-B 2 PRECURSOR >gi_10067 6_pir S17763 glutelin 

gluB-2 precursor - rice >gi_20212_emb_CAA38110_ (X54192) 
glutelin [Oryza sativa] 



Seq. No. 


406060 


Seq. ID 


LIB347 9-003-Q6-K1-A1 


Method 


BLASTX 


NCBI GI 


g4583546 


BLAST score 


184 


E value 


Z . Ue-lo 


Match length 


94 


% identity 


38 


NCBI Description 


(AJUlUoiy) brpb protein [Araoiaopsis unanana 


Seq. No. 


406061 


Seq. ID 


LIB3479-003-Q6-K1-A12 


Method 


BLASTN 


NCBI GI 


g6063530 


BLAST score 


101 


E value 


1 . Oe-49 


Match length 


108 


% identity 


98 


NCBI Description 


Oryza sativa genomic DNA, chromosome 3, clone 


Seq. No. 


406062 


beq. id 


.L±rSo4t / y~UUj l^O M HZ 


Method 


BLASTX 


NCBI GI 


g6069671 


BLAST score 


351 


E value 


2.0e-33 


Match length 


92 


% identity 


77 


NCBI Description 


(AP000616) EST C72179 (E1153) corresponds to a 




predicted gene.; similar to Arabidopsis thali 




II BAC T4C15; hypothetical protein (AC004667) 




sativa] 


Seq. No. 


406063 


Seq. ID 


LIB3479-003-Q6-K1-A3 


Method 


BLASTX 


NCBI GI 


g6094014 


BLAST score 


497 


E value 


3.0e-50 


Match length 


135 



region of the 
ma chromosome 
[Oryza 



% identity 

NCBI Description 



72 

60S RIBOSOMAL PROTEIN L15 >gi_3608479 
protein L15 [Petunia x hybrida] 



(AF088912) ribosomal 



52409 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406064 

LIB3479-003-Q6-K1-A4 

BLASTX 

gl21475 

571 

4.0e-59 

112 

99 

GLUT EL IN TYPE II PRECURSOR >gi_100678_pir_A34332 glutelin 
II precursor - rice >gi_20219_emb_CAA29151_ (X05663) 
glutelin [Oryza sativa] >gi__20221__emb_CAA29152_ (X05664) 
glutelin [Oryza sativa] >gi_20236_emb_CAA68683_ (Y00687) 
glutelin [Oryza sativa] >gi_556398 (M28158) glutelin [Oryza 
sativa] >gi_556399 (M28156) glutelin [Oryza sativa] 



beq. No* 


*t uouoo 


Seq. ID 


Lii>o4 /y~ uuj- yo*~i\± —£±d 


Method 






gz / ji / 


BLAST score 


oo 


E value 




Match length 


o u 


% identity 


y j 


NL-Jbi uescrxpizion 




Seq. No, 


406066 


Seq. ID 


LIB3479-003-Q6-K1-B11 


Method 


BLASTX 


NCBI GI 


g4126693 


BLAST score 


204 


E value 


1.0e-33 


Match length 


99 


% identity 


78 


NCBI Description 


(AB016504) prolamin [Oryza sativa; 


Seq. No. 


406067 


Seq. ID 


LIB3479-003-Q6-K1-B5 


Method 


BLASTX 


NCBI GI 


gl351856 


BLAST score 


615 


E value 


3.0e-64 


Match length 


129 


% identity 


90 


NCBI Description 


ACONITATE HYDRATASE, CYTOPLASMIC 



{ ACONI TASE ) >gi_8 6800 3_db j __BAA0 6 1 0 8_ 
[Cucurbit a sp.] 



(D29629) aconitase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406068 

LIB3479-003-Q6-K1-B7 

BLASTX 

g544399 

579 

5.0e-60 

110 

99 

GLUTELIN TYPE-B 1 PRECURSOR >gi_82472_pir S04073 glutelin 

precursor (clone pREEKl) - rice >gi_100677_pir S17762 



52410 




glutelin gluB-1 precursor - rice >gi_20210_emb_CAA38212 
(X54314) glutelin [Oryza sativa] >gi_20223_emb_CAA32706 
(X14568) preglutelin [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406069 

LIB3479-003-Q6-K1-C1 

BLASTX 

g544399 

506 

2.0e-51 

135 

76 

GLUTELIN TYPE-B 1 PRECURSOR >gi_82472_pir S04073 glutelin 

precursor (clone pREEKl) - rice >gi_100677_pir S17762 

glutelin gluB-1 precursor - rice >gi_20210__emb_CAA38212_ 
(X54314) glutelin [Oryza sativa] >gi_20223_emb_CAA32706_ 
(X14568) preglutelin [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406070 

LIB347 9-003-Q6-K1-C10 

BLASTX 

gl825645 

304 

1.0e-27 

72 
76 

(U88173) weak similarity to Arabidopsis thaliana 
ubiquitin-like protein 8 [Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406071 

LIB3479-003-Q6-K1-C12 

BLASTX 

g4680207 

435 

7.0e-43 
163 

53 , 

(AF114171) 
bicolor] 



disease resistance protein RPM1 homolog [Sorghum 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406072 

LIB3479-003-Q6-K1-C2 

BLASTX 

g!21477 

811 

5.0e-87 

159 

95 

GLUTELIN PRECURSOR >gi_82471__pir S05443 glutelin precursor 

(clone lambda-RG21) - rice >gi_20227_emb_CAA32566_ (X14393) 
preprolglutelin (AA -24 to 476) [Oryza sativa] 
>gi_226767_prf 1604474A ,glutelin [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



406073 

LIB3479-003-Q6-K1-C4 

BLASTX 

g4730884 



52411 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



792 

8.0e-85 

154 

100 

(AB007404) alanine aminotransferase [Oryza sativa] 
>gi_4730886_dbj_BAA77261.1_ (AB007405) alanine 
aminotransferase [Oryza sativa] 



C 1 ,~r XT y-v 

beq. no. 


A H £f\H A 


Seq. ID 


liido4 / y— uuo - yo - i\±— La 


Method 


BLAbTX 


vipny /-it 


gDsDO±4t041 


ojjrio i score 




T* 1 TT 2 1 11 ^ 

Hi V ct-L U.fci 




Match length 


81 


% identity 


89 


NCBI Description 


(Y17898) 0CL1 homeobox protein 


Seq. No. 


406075 


Seq. ID 


LIB3479-003-Q6-K1-C6 


Method 


BLASTX 


NCBI GI 


g2118429 


BLAST score 


702 


E value 


3.0e-74 


Match length 


146 


% identity 


88 


NCBI Description 


allergen RA5B precursor - rice 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(D42142) allergenic protein [Oryza sativa] 
406076 

LIB3479-003-Q6-K1-C7 

BLASTX 

g2191183 

372 

1.0e-35 

136 

51 

(AF007271) similar to the ligand-gated ionic channels 
family [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



406077 

LIB3479-003-Q6-K1-D1 

BLASTX 

gl21477 

776 

1.0e-87 

168 

93 

GLUTELIN PRECURSOR >gi_82471_pir S05443 glutelin precursor 

(clone lambda-RG21) - rice >gi_20227_emb_CAA32566_ (X14393) 
preprolglutelin (AA -24 to 476) [Oryza sativa] 
>gi_2267 67_prf 1604474A glutelin [Oryza sativa] 

406078 

LIB3479-003-Q6-K1-D10 

BLASTX 

g2443402 



52412 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



952 

1.0e-103 

183 

99 

(D87745) orthophosphate dikinase [Oryza sativa] 
>gi_2443405_dbj_BAA22420_ (D87952) orthophosphate dikinase 
[Oryza sativa] 



Seq. No. 


a n cm q 
(lUtDU i y 


Seq. ID 


LlBo4 / y-UUo— y 0-is.l - Uli 


Method 


BLASTX 


NCBI CjI 


g^t 4i O / ±*t 0 


BLAST score 




E value 


1 . Oe-16 


Match length 


1 A A 

lUz 


% identity 


48 


NCBI Description 


(AL035540) putative protein [Arabidopsis thaliana 


Seq. No. 


406080 ^ 


Seq. ID 


LIB347 9-003-Q6-K1-D2 


Method 


BLASTX 


NCBI GI 


g30232 /I 


BLAST score 


846 


E value 


4 . ue ?1 


Match length 


163 


% identity 


100 


NCBI Description 


GLUTATHIONE-DEPENDENT FORMALDEHYDE DEHYDROGENASE 


(FALDH) (GSH-FDH) >gi_1675394 (U77637) class III . 




[Oryza sativa] 


Seq. No. 


406081 


Seq. ID 


LIB3479-003-Q6-K1-D3 


Method 


BLASTX 


NCBI GI 


g2493045 


BLAST score 


206 


E value 


2.0e~17 


Match length 


70 



(FDH) 



% identity 

NCBI Description 



64 . , . 

ATP SYNTHASE DELTA' CHAIN, "'"MITOCHONDRIAL PRECURSOR 
>gi_1655484_dbj_BAA13601_ (D88376) delta-prime subunit of 
mitochondrial Fl-ATPase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



406082 

LIB3479-003-Q6-K1-D4 

BLASTN 

g6015437 

38 

1.0e-12 

50 

65 

Homo sapiens PEX1 mRNA, 
406083 

LIB3479-003-Q6-K1-D5 

BLASTX 

g4126691 

410 



complete cds 



52413 



E value 
Match length 
% identity 
NCBI Description 



6.0e-40 

156 

56 

(AB016503) prolamin [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406084 

LIB3479-003-Q6-K1-D7 

BLASTX 

gl21476 

531 

3.0e-54 

145 

74 

GLUTELIN PRECURSOR >gi_82470_pir S07640 glutelin precursor 

(clone 5b-l) - rice >gi_20232_emb_CAA33838_ (X15833) 
precursor (AA -24 to 475) [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406085 

LIB3479-003-Q6-K1-D9 

BLASTX 

g72300 

912 

8.0e-99 

184 

94 

glutelin 
(D00584) 



II precursor - rice >gi_218165_dbj_BAA004 62_ 
prepro-glutelin [Oryza sativa] 



Seq. No. 


406086 


Seq. ID 


LIB3479-003-Q6-K1-E1 


Method 


BLASTX 


NCBI GI 


g4586244 


BLAST score 


171 


E value 


3.0e-12 


Match length 


114 


% identity 


34 


NCBI Description 


(AL049640) putative protein 


Seq. No. 


406087 


Seq. ID 


LIB3479-003-Q6-K1-E12 


Method 


BLASTX 


NCBI GI 


g544400 


BLAST score 


681 


E value 


8.0e-72 


Match length 


137 


% identity 


92 


NCBI Description 


GLUTELIN TYPE-B 2 PRECURSOR 




gluB-2 precursor - rice >gi_ 




glutelin [Oryza sativa] 


Seq. No. 


406088 


Seq. ID 


LIB3479-003-Q6-K1-E2 


Method 


BLASTX 


NCBI GI 


g296129 


BLAST score 


274 


E value 


3.0e-24 


Match length 


98 



>gi_100676_pir S17763 glutelin 

20212 emb CAA38110 (X54192) 



52414 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



61 

(X65064) prolamin [Oryza sativa] >gi_971122_dbj_BAA09940_ 
(D63901) 13kDa prolamin [Oryza sativa] 

406089 

LIB3479-003-Q6-K1-E4 

BLASTX 

g3808101 

587 

7.0e-61 

135 
84 

(AJ012165) chloroplast protease [Capsicum annuum] 
406090 

LIB3479-003-Q6-K1-F1 

BLASTX 

gl35335'2 

300 

4.0e-27 

97 
60 

(U31975) alanine aminotransferase [Chlamydomonas 
reinhardtii] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406091 

LIB3479-003-Q6-K1-F10 

BLASTX 

g731871 

197 

5.0e-15 

137 

29 

HYPOTHETICAL 269.9 KD PROTEIN IN FKH1-MET18 INTERGENIC 

REGION >gi_626325jpir S48405 probable membrane protein 

YIL129c - yeast (Saccharomyces cerevisiae) 
>gi_557794_emb_CAA86149_ (Z38059) orf, len: 2376, CAI 
[Saccharomyces cerevisiae] 



0.14 



Seq. No. 


406092 


Seq. ID 


LIB3479-I 


Method 


BLASTN 


NCBI GI 


g20211 


BLAST score 


95 


E value 


2.0e-46 


Match length 


98 


% identity 


99 


NCBI Description 


0. sativa 


Seq. No. 


406093 


Seq. ID 


LIB3479- 


Method 


BLASTX 


NCBI GI 


g3294467 


BLAST score 


610 


E value 


2.0e-63 


Match length 


126 


% identity 


97 



-2 gene for glutelin 



52415 



NCBI Description 


(U89341) phosphoglucomutase 1 [Zea mays] 


Con >Jn 


406094 


Seq. ID 


LIB3479-003-Q6-K1-F5 




BLASTX 


NCBI GI 


g2723471 


BLAST score 


681 


Hi V CLJ- U.G 


4 . Oe-72 


Mjp+T'h 1 prtnth 

L Id. L. Oil -i-t^l J.y i_ 11 


172 




84 


NCBI Description 


(D87819) sucrose transporter [Oryza sativa] 


O C LJ • IN L^ • 


406095 


Seq. ID 


LIB3479-003-Q6-K1-F8 


rietnou 




NCBI GI 


g2702270 


BLAST score 


526 


Fl va 1 hp 


1.0e-53 




126 


O XU.C11LJL LJ/^ 


73 


NCBI Description 


(AC003033) unknown protein [Arabiciopsis thaliana] 


Oc4« in w • 


406096 

T U U W ^ U 


Spa ID 


LIB3479-003-Q6-K1-F9 


1X1 c LI1UU. 


RLASTX 


NCBI GI 


g4514655 


BLAST score 


559 


Xij Value 


2 . 0e-57 


i v ia. L.v_»ii xciiy uii 


163 




63 


IS* \-r i— > -L. !_/ C O J L. 1— -L- Vll 


(AB024058) IDS3 [Hordeum vulgare] 


Oc4» IN vJ • 


406097 


Qprr TD 

OCU • 1U 


LIB3479-003-Q6-K1-G2 


ixie unoci 


RT.A9TX 


NCBI GI 


gl21289 


BLAST score 


588 


E value 


6.0e-61 


Match length 


118 


% identity 


100 


NCBI Description 


GLUC0SE-1-PH0SPHATE ADENYLYLTRANS FERASE SMALL SUBUNIT 



PRECURSOR (ADP-GLUCOSE SYNTHASE) (ADP-GLUCOSE 
PYROPHOSPHORYLASE) (AG PAS E B) (ALPHA-D-GLUCOSE-1-PHOSPHATE 

ADENYL TRANSFERASE) >gi_82468jpir JU0444 

glucose-l-phosphate adenylyl trans f erase (EC 2.7.7.27) - 
rice >gi_169761 (M31616) ADPglucose pyrophosphorylase 
[Oryza sativa] 

406098 

LIB3479-003-Q6-K1-G3 

BLASTX 

g5921647 

557 

3.0e-57 

161 

65 

(AF155332) flavonoid 3 1 -hydroxylase [Petunia x hybrida] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52416 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406099 

LIB3479-003-Q6-K1-G4 

BLASTX 

gl21477 

588 

4.0e-61 

117 
94 

GLUTELIN PRECURSOR >gi_82471_pir S05443 glutelin precursor 

(clone lambda-RG21) - rice >gi_20227_emb_CAA32566_ (X14393) 
preprolglutelin (AA -24 to 476) [Oryza sativa] 
>gi_226767_prf 1604474A glutelin [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score- 

E value 

Match length 

% identity 

NCBI Description 



406100 

LIB3479-003-Q6-K1-G8 

BLASTX 

g6063541 

375 

2.0e-36 

77 

96 

(AP000615) EST AU068209 (C12438 ) corresponds to a region of 
the predicted gene.; similar to Dis3p protein - human. 
(JE0110) [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406101 

LIB3479-003-Q6-K1-G9 

BLASTX 

g3249105 

157 

3.0e-10 
79 
39 

(AC003114) 
(ABI1) gb_ 



Contains similarity to protein phosphatase 2C 
X78886 from A. thaliana. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406102 

LIB3479-003-Q6-K1-H1 

BLASTX 

g4126691 

243 

1.0e-33 

140 

60 

(AB016503) prolamin [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



406103 

LIB3479-003-Q6-K1-H11 

BLASTX 

g225710 

715 

9.0e-76 

156 

89 



NCBI Description glutelin [Oryza sativa] 



52417 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406104 

LIB3479-003-Q6-K1-H5 

BLASTN 

gll957 

84 

2.0e-39 

196 

43 

Rice complete chloroplast genome 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406105 

LIB3479-003-Q6-K1-H7 

BLASTX 

g4914387 

169 

2.0e-12 
33 
100 

(AC007167) 
thaliana] 



putative heat-shock protein [Arabidopsis 



Seq. No. 


406106 


Seq. ID 


LIB3479-003-Q6-] 


Method 


BLASTX 


NCBI GI 


g2982293 


BLAST score 


354 


E value 


2.0e-33 


Match length 


79 


% identity 


82 


NCBI Description 


(AF051231) ISP4; 


Seq. No. 


406107 


Seq. ID 


LIB3479-003-Q6- 


Method 


BLASTX 


NCBI GI 


g!703200 


BLAST score 


319 


E value 


3.0e-29 


Match length 


148 


% identity 


47 


NCBI Description 


PROTEIN KINASE . 



[Arabidopsis thaliana] >gi_642130_dbj_BAA08214_ (D45353) 
protein kinase [Arabidopsis thaliana] 

>gi_4220516_emb_CAA22989_ (AL035356) protein kinase (AFC2) 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406108 

LIB3479-003-Q6-K2-A10 

BLASTX 

g5668813 

296 

1.0e-26 

115 
47 

(AC007519) Similar to gb_X77136 HSR203J protein from 
Nicotiana tabacum and is a member of the PF_00135 
Carboxylesterase family. ESTs gb_Z25688 and gb_F14025 
from this gene. [Arabidopsis thaliana] 



come 



52418 



Seq. No. 406109 

Seq. ID LIB3479-003-Q6-K2-A12 

Method BLASTN 

NCBI GI g6063530 

BLAST score 106 

E value 2.0e-52 

Match length 186 

% identity 96 _ 

NCBI Description Oryza sativa genomic DNA, chromosome 3, clone : P0043EU1 

Seq. No. 406110 

Seq. ID LIB3479-003-Q6-K2-A2 

Method BLASTX 

NCBI GI g6015432 

BLAST score 525 

E value 8.0e-54 

Match length 101 

% identity 98 

NCBI Description (AB028887) OSEYA1 [Oryza sativa] 

Seq. No. 406111 

Seq. ID LIB3479-003-Q6-K2-A3 

Method BLASTX 

NCBI GI g6094014 

BLAST score 474 

E value 2.0e-47 

Match length 131 

% identity 71 

NCBI Description 60S RIBOSOMAL PROTEIN L15 >gi_3608479 (AF088912) rxbosomal 
protein L15 [Petunia x hybrida] 

Seq. No. 406112 

Seq. ID LIB3479-003-Q6-K2-A4 

Method BLASTX 

NCBI GI g225710 

BLAST score 666 

E value 4.0e-70 

Match length 128 

% identity 99 

NCBI Description glutelin [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406113 

LIB3479-003-Q6-K2-B10 

BLASTN 

g20402 

40 

9.0e-14 

48 

96 

0. sativa Waxy mRNA 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



406114 

LIB3479-003-Q6-K2-B11 

BLASTX 

g4126693 

332 



52419 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7.0e-31 

99 
67 

(AB016504) 



prolamin [Oryza sativa] 



406115 

LIB3479-003-Q6-K2-B3 

BLASTX 

g5734634 

255 

5.0e-22 
84 
56 

(AP000391) 
sativa] 



Similar to putative lipase (AC006232) [Oryza 



406116 

LIB3479-003-Q6-K2-B5 

BLASTX 

gl351856 

695 

2.0e-73 

148 

88 

ACONITATE HYDRATASE, CYTOPLASMIC (CITRATE HYDRO-LYASE) 
(ACONITASE) >gi_868003_dbj_BAA06108__ (D29629) aconitase 
[Cucurbita sp.] 

406117 

LIB347 9-003-Q6-K2-B7 

BLASTX 

g544399 

593 

1.0e-61 

114 

98 

GLUTELIN TYPE-B 1 PRECURSOR >gi_82472_pir S04073 glutelin 

precursor (clone pREEKl) - rice >gi_100677_pir S177 62 

glutelin gluB-1 precursor - rice >gi_20210_emb_CAA38212_ 

(X54314) glutelin [Oryza sativa] >gi_20223__emb_CAA32706_ 

(X14568) preglutelin [Oryza sativa] 

406118 

LIB3479-003-Q6-K2-C1 

BLASTX 

g544399 

505 

3.0e-51 

99 

99 

GLUTELIN TYPE-B 1 PRECURSOR >gi_82472_pir S04073 glutelin 

precursor (clone pREEKl) - rice >gi_100677_pir S17762 

glutelin gluB-1 precursor - rice >gi_20210_emb_CAA38212_ 

(X54314) glutelin [Oryza sativa] >gi_20223_emb_CAA32706_ 

(X14568) preglutelin [Oryza sativa] 



Seq. No. 



406119 



52420 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3479-003-Q6-K2-C10 

BLASTX 

g!825645 

304 

1.0e-27 

72 
76 

(U88173) weak similarity to Arabidopsis thaliana 
ubiquitin-like protein 8 [Caenorhabditis elegans] 

406120 

LIB3479-003-Q6-K2-C12 

BLASTX 

g4680207 

440 

2.0e-43 

163 

54 

(AF114171) disease resistance protein RPM1 homolog [Sorghum 
bicolor] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406121 

LIB3479-003-Q6-K2-C2 

BLASTX 

gl21477 

818 

8.0e-88 

160 

96 

GLUTELIN PRECURSOR >gi_82471_pir S05443 glutelin precursor 

(clone lambda-RG21) - rice >gi_20227_emb_CAA32566_ (X14393) 
preprolglutelin (AA -24 to 476) [Oryza sativa] 
>gi_226767_prf 1604474A glutelin [Oryza sativa] 



Seq. No. 


406122 


Seq. ID 


LIB3479-003-Q6-K2-C5 


Method 


BLASTX 


NCBI GI 


g5531484 


BLAST score 


289 


E value 


3.0e-26 


Match length 


83 


% identity 


77 


NCBI Description 


(Y17898) OCL1 homeobox protein [Zea 


Seq. No. 


406123 


Seq. ID 


LIB3479-003-Q6-K2-C6 


Method 


BLASTX 


NCBI GI 


g2118429 


BLAST score 


780 


E value 


2.0e-83 


Match length 


160 


% identity 


89 


NCBI Description 


allergen RA5B precursor - rice >gi_ 




(D42142) allergenic protein [Oryza ; 


Seq. No. 


406124 


Seq. ID 


LIB3479-003-Q6-K2-C7 



52421 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3461850 

379 

2.0e-36 

147 

48 

(AC005315) putative ligand-gated ionic channel [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406125 

LIB3479-003-Q6-K2-D1 

BLASTX 

g2764800 

322 

4.0e-52 

152 

68 

(X7 6738) 12s globulin [Avena sativa] 
'406126 

LIB3479-003-Q6-K2-D10 

BLASTX 

g2443402 

982 

1.0e-107 

188 
99 

(D87745) orthophosphate dikinase [Oryza sativa] 
>gi_2443405_dbj_BAA22420_ (D87952) orthophosphate dikinase 
[Oryza sativa] 



Seq. No. 


406127 


Seq. ID 


LIB3479-003-Q6-K2-D12 


Method 


BLASTX 


NCBI GI 


g4467148 


BLAST score 


215 


E value 


4.0e-17 


Match length 


161 


% identity 


35 


NCBI Description 


(AL035540) putative protein [Arabidopsis thaliana] 


Seq. No. 


406128 


Seq. ID 


LIB3479-003-Q6-K2-D2 


Method 


BLASTX 


NCBI GI 


g3023271 


BLAST score 


938 


E value 


1.0e-102 


Match length 


181 


% identity 


99 


NCBI Description 


GLUTATHIONE- DEPENDENT FORMALDEHYDE DEHYDROGENASE (FDH) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



(FALDH) (GSH-FDH) >gi_1675394 (U77637] 
[Oryza sativa] 

406129 

LIB3479-003-Q6-K2-D3 

BLASTX 

g2493046 



class III ADH enzyme 



52422 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



374 

1.0e-35 

100 

75 

ATP SYNTHASE DELTA 1 CHAIN, MITOCHONDRIAL PRECURSOR 

>gi_82297_pir A41740 H+-transporting ATP synthase (EC 

3.6.1.34) delta' chain precursor - sweet potato 
>gi_217938_dbj_BAA01511_ (D10660) mitochondrial Fl-ATPase 
delta subunit [Ipomoea batatas] 

406130 

LIB3479-003-Q6-K2-D5 

BLASTX 

g283007 

367 

6.0e-35 

149 

54 

14K prolamin precursor - rice >gi_20306_emb__CAA43295_ 
(X60979) prolamin [Oryza sativa] 

406131 

LIB3479-003-Q6-K2-D7 

BLASTX 

gl21476 

477 

6.0e-48 

108 

87 

GLUTELIN PRECURSOR >gi_82470_pir S07640 glutelin precursor 

{clone 5b- 1) - rice >gi_20232_emb_CAA33838_ (X15833) 
precursor (AA -24 to 475) [Oryza sativa] 



Seq. No. 


406132 


Seq. ID 


LIB3479-003-Q6-K2-D9 


Method 


BLASTX ' 


NCBI GI 


g225710 


BLAST score 


984 . 


E value 


1.0e-107 


Match length 


214 


% identity 


88 


NCBI Description 


glutelin [Oryza sativa] 


Seq. No. 


406133 


Seq. ID 


LIB3479-003-Q6-K2-E1 


Method 


BLASTX 


NCBI GI 


g4586244 


BLAST score 


181 


E value 


2.0e-13 


Match length 


114 


% identity 


35 


NCBI Description 


(AL049640) putative prot< 


Seq. No. 


406134 


Seq. ID 


LIB3479-003-Q6-K2-E12 


Method 


BLASTX 


NCBI GI 


g544400 



52423 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



768 

6.0e-82 
162 
8 9 

GLUTELIN TYPE-B 2 PRECURSOR >gi_100676_pir S17763 glutelin 

gluB-2 precursor - rice >gi_20212_emb_CAA38110_ (X54192) 
glutelin [Oryza sativa] 

406135 

LIB3479-003-Q6-K2-E2 

BLASTX 

g296129 

341 

5.0e-32 

116 

64 

(X65064) prolamin [Oryza sativa] >gi_971122_dbj_BAA09940_ 
(D63901) 13kDa prolamin [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406136 

LIB3479-003-Q6-K2-E4 

BLASTX 

g3808101 

578 

8.0e-60 

133 

84 

(AJ012165) chloroplast protease [Capsicum annuum] 
406137 

LIB3479-003-Q6-K2-E8 

BLASTX 

g4680207 

553 

9.0e-57 
167 
62 

(AF114171) 
bicolor] 



disease resistance protein RPM1 homolog [Sorghum 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406138 

LIB3479-003-Q6-K2-F1 

BLASTX 

gl353352 

437 

3.0e-43 

147 

56 

(U31975) alanine aminotransferase [Chlamydomonas 
reinhardtii] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



406139 

LIB3479-003-Q6-K2-F10 

BLASTX 

g731871 

192 

2.0e-14 



52424 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. ' No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143 
28 

HYPOTHETICAL 269.9 KD PROTEIN IN FKH1-MET18 INTERGENIC 

REGION >gi_626325_pir S48405 probable membrane protein 

YIL129c - yeast (Saccharomyces cerevisiae) 
>gi_557794_emb_CAA86149__ (Z38059) orf, len: 2376, CAI: 0, 
[Saccharomyces cerevisiae] 

406140 

LIB3479-003-Q6-K2-F4 

BLASTX 

g3294467 

409 

5.0e-40 

83 

98 

(U89341) phosphoglucomutase 1 [Zea mays] 
406141 

LIB3479-003-Q6-K2-F5 

BLASTX 

g2723471 

498 

2.0e-50 

114 

83 

(D87819) sucrose transporter [Oryza sativa] 
406142 

LIB3479-003-Q6-K2-F8 

BLASTX 

g2702270 

580 

6.0e-60 

156 

67 

(AC003033) unknown protein [Arabidopsis thaliana] 



Seq. No. 406143 

Seq. ID LIB3479-003-Q6-K2-F9 

Method BLASTX 

NCBI GI g4514655 

BLAST score. 541 

E value 2.0e-55 

Match length 157 

% identity 62 

NCBI Description (AB024058) IDS3 [Hordeum vulgare] 

Seq. No. 406144 

Seq. ID LIB3479-003-Q6-K2-G2 

Method BLASTX 

NCBI GI gl21289 

BLAST score 631 

E value 6.0e-66 

Match length 126 



% identity yy 

NCBI Description GLUCOSE-1-PHOSPHATE ADENYLYLT RAN SFE RASE SMALL SUBUNIT 



52425 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PRECURSOR (ADP-GLUCOSE SYNTHASE) (ADP-GLUCOSE 

PYROPHOS PHORYLASE ) (AGPASE B) (ALPHA-D-GLUCOSE-l-PHOSPHATE 

ADENYL TRANSFERASE) >gi_824 68_pir JU0444 

glucose- 1-phosphate adenylyltransf erase (EC 2.7.7.27) - 
rice >gi_169761 (M31616) ADPglucose pyrophosphorylase 
[Oryza sativa] 



406145 

LIB3479-003-Q6-K2-G3 

BLASTX 

g5921647 

542 

2.0e-55 

158 

65 

(AF155332) flavonoid 3 1 -hydroxylase 



[Petunia x hybrida] 



406146 

LIB3479-003-Q6-K2-G4 

BLASTX 

g!21477 

611 

9.0e-64 

122 

94 

GLUTELIN PRECURSOR >gi_8247 l_pir S05443 glutelin precursor 

(clone lambda-RG21) - rice >gi_20227_emb_CAA32566_ (X14393) 
preprolglutelin (AA -24 to 476) [Oryza sativa] 
>gi_226767_prf 1604474A glutelin [Oryza sativa] 

406147 

LIB3479-003-Q6-K2-G8 

BLASTX 

g6063541 

722 

1.0e-76 

145 
97 

(AP000615) EST AU068209 (C12438 ) corresponds to a region of 
the predicted gene.; similar to Dis3p protein - human. 
(JE0110) [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



406148 

LIB3479-003-Q6-K2-G9 

BLASTX 

g3249105 

157 

3.0e-10 

79 

39 

(AC003114) Contains similarity to protein phosphatase 2C 
(ABI1) gb_X78886 from A. thaliana. [Arabidopsis thaliana] 

406149 

LIB3479-003-Q6-K2-H1 

BLASTX 

g283007 



52426 



BLAST score 
E value 
Match length 
% identity / 
NCBI Description 



322 

1.0e-29 

140 
51 

14K prolamin precursor - rice >gi_20306__emb_CAA43295__ 
(X60979) prolamin [Oryza sativa] 





Seq. No. 


4UD1DU 




beq. ±u 






Method 


"CIT 7\QTY 




NCBI GI 


gz zo /xu 




dJ-i^oI score 






E value 


. Uc / O 




K J_ 1_ "1 ,4-1— 

Match length 


1 DO 




% identity 


87 




NCBI Description 


glutelin [Oryza sativa] 




Seq. No. 


4UDX01 




Seq. ID 


LIBo4 /y-UUJ-yo— ftZ n4 


"■^ 


Method 


T5T "& QTM 
l5ij>iO liN 


'Sisss' 


NCBI GI 


g^ulol 




BLAST score 


130 




Hj value 






Match length 


142 




% identity 


98 




NCBI Description 


Rice cab2R gene for lig 






a/b-binding protein 


5: 


Seq. No. 


406152 




Seq. ID 


LIB3479-003-Q6-K2-H7 




Method 


BLASTX 




NCBI GI 


gl076758 




BLAST score 


593 




E value 


2.0e-61 




Match length 


126 



% identity 

NCBI Description 



90 

heat^shock protein precursor - rye >gi_2130093_pir S65776 

heat-shock protein, 82K, precursor - rye 
>gi_556673_emb_CAA82945_ (Z30243) heat-shock protein 
[Secale cereale] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406153 

LIB3479-003-Q6-K2-H8 

BLASTX 

g2982293 

361 

3.0e-34 

83 

81 

(AF051231) ISP42-like protein [Picea mariana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



406154 

LIB3479-003-Q6-K2-H9 

BLASTX 

gl703200 

319 

3.0e-29 



52427 



4> 



Match length 187 
% identity 55 

NCBI Description PROTEIN KINASE AFC 2 >gi_60178 9 (U16177) protein kinase 
[Arabidopsis thaliana] >gi_642130_dbj_BAA08214_ (D45353) 
protein kinase [Arabidopsis thaliana] 

>gi_4220516_emb__CAA22989_ (AL035356) protein kinase (AFC2) 
[Arabidopsis thaliana] 



beg. wo* 




beg. id 




Method 


BLAb i N 




go / / / OlZ 


oj-iiib i score 




E value 


u . ue+u u 


Match length 




% identity 


99 


NCBI Description 


Oryza sativa chromosome 4 BAC q3037-207Fl complete genome 


Seq. No. 


4UDlOO 


Seq. ID 


LIBJ47 9-Uu4-Qd-K1-A1U 


Metnoa 




NCBI GI 


g218171 


BLAST score 


123 


E value 


c n « /to 

o . Ue-oo 


Match length 


±zy 


% identity 




NCBI Description 


Oryza sativa mRNA for type I light-harvesting chlorophyll 




a/b binding protein of photosystem II (LHCPII), complete 




cds 


Seq. No. 


406157 


Seq. ID 


LIB3479-004-Q6-K1-A12 


Method 


TIT 7V fTTTV 

BLASTX 


NCBI GI 


g3273243 


BLAST score 


362 


E value 


Z . ue-o4 


Match length 




% identity 


7 Q 


NCBI Description 


(Ar5UU4obUj Niib receptor [uryza sativaj 




>gi Jz/oz4o abj BAAolloo (ABUU4ol4) NLb receptor [^ r y za 




sativa] 


Seq. No. 


4 UolOb 




iilDOf / -7 UU^ yO I\l ri*i 


Method 


BLASTX 


NCBI GI 


gl076758 


BLAST score 


836 


E value 


8.0e-90 


Match length 


201 


% identity 


80 


NCBI Description 


heat-shock protein precursor - rye >gi_2130093_pir S6577 1 




heat-shock protein, 82K, precursor - rye 




>gi_556673_emb_CAA82945_ (Z30243) heat-shock protein 




[Secale cereale] 


Seq. No. 


406159 


Seq. ID 


LIB3479-004-Q6-K1-A5 



52428 





IP 


Method 


BLASTX 


NCBI GI 


g544399 


BLAST score 


300 


E value 


2. Oe-27 


Match length 


78 


% identity 


79 


NCBI Description 


GLUTELIN 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PE-B 1 PRECURSOR >gi_82472_pir S04073 glutelin 

precursor (clone pREEKl) - rice >gi_100677_pir S17762 

glutelin gluB-1 precursor - rice >gi_20210_emb_CAA38212_ 
(X54314) glutelin [Oryza sativa] >gi_20223_emb_CAA32706_ 
(X14568) preglutelin [Oryza sativa] 

406160 

LIB3479-004-Q6-K1-A7 

BLASTX 

g401237 

449 

6.0e-45 

90 

89 

UBIQUITIN-ACTIVATING ENZYME El 2 >gi_170684 (M90663) 
ubiquitin activating enyme [Triticum aestivum] 

406161 

LIB3479-004-Q6-K1-A8 

BLASTX 

gl21473 

659 

3.0e-69 

140 

91 

GLUTELIN TYPE I PRECURSOR (CLONE PREE 103) 
406162 

LIB3479-004-Q6-K1-B11 

BLASTX 

g3980416 

219 

2.0e-18 

73 
59 

(AC004561) putative tropinone reductase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



406163 

LIB3479-004-Q6-K1-B2 

BLASTX 

g3925363 

238 

5.0e-20 

112 

47 

(AF067961) homeodomain protein [Malus domestical 
406164 

LIB3479-004-Q6-K1-B3 
BLASTX 



52429 



JSfCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 



gl362009 
568 

2.0e-58 

135 
55 

ubiquitin-like protein 7 - Arabidopsis thaliana 
406165 

LIB3479-004-Q6-K1-B6 

BLASTX 

gl21477 

509 

9.0e-52 

127 

77 

GLUTELIN PRECURSOR >gi__82471_pir S05443 glutelin precursor 

(clone lambda-RG21) - rice >gi_20227_emb_CAA32566_ (X14393) 
preprolglutelin (AA -24 to 476) [Oryza sativa] 
>gi_226767_prf 1604474A glutelin [Oryza sativa] 

406166 

LIB3479-004-Q6-K1-B8 

BLASTX 

g6015059 

524 

1.0e-53 
111 
93 

ELONGATION 
(AF030517) 



FACTOR 1 -ALPHA (EF-1-ALPHA) >gi__2996096 
translation elongation factor-1 alpha; EF-1 



alpha [Oryza sativa] 
406167 

LIB3479-004-Q6-K1-B9 

BLASTX 

g421997 

360 

2.0e-40 

97 

8 9 

13K prolamin - rice >gi_311643__emb_CAA50803_ (X71981) 13kDa 
prolamin [Oryza sativa] 

406168 

LIB3479-004-Q6-K1-C1 

BLASTN 

g5777612 

38 

4.0e-12 

121 

83 

Oryza sativa chromosome 4 BAC q3037-207Fl complete genome 
406169 

LIB3479-004-Q6-K1-C2 

BLASTX 

g544399 



52430 



BLAST score 


581 


E value 


4.0e-60 


Match length 


114 


% identity 


99 


NCBI Description 


GLUTELIN 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



precursor (clone pREEKl ) - rice >gi_100677_pir S177 62 

glutelin gluB-1 precursor - rice >gi_20210_emb_CAA38212_ 
(X54314) glutelin [Oryza sativa] >gi_20223_emb_CAA32706_ 
(X14568) preglutelin [Oryza sativa] 

406170 

LIB3479-004-Q6-K1-C3 

BLASTX 

g82473 

530 

4.0e-54 

147 

74 

glutelin precursor - rice >gi_1697 91 (M17513) glutelin 
[Oryza sativa] 

406171 

LIB3479-004-Q6-K1-C4 

BLASTX 

g82473 

905 

6.0e-98 

186 

94 

glutelin precursor - rice >gi_169791 (M17513) glutelin 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406172 

LIB3479-004-Q6-K1-C5 

BLASTX 

g4582787 

972 

1.0e-106 

190 

96 

(AJ012281) adenosine 



kinase [Zea mays] 



406173 

LIB3479-004-Q6-K1-C6 

BLASTX 

gl703089 

165 

2.0e-ll 

136 

35 

ACYLAMINO-ACID-RELEASING ENZYME (ACYL-PEPTIDE HYDROLASE) 
(APH) ( AC YLAMINOACYL- PEPTIDASE) (DNF15S2 PROTEIN) 

>gi 2118063_pir JC4655 acylaminoacyl -peptidase (EC 

3.4719.1) - human >gi_556514_dbj_BAA0747 6^ (D38441) 
acylamino acid-releasing enzyme [Homo sapiens] 



Seq. No. 



406174 



52431 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3479-004-Q6-K1-C7 

BLASTX 

g5802606 

204 

1.0e-16 

50 
78 

(AF174486) 



methylenetetrahydro folate reductase [Zea mays] 



406175 

LIB3479-004-Q6-K1-C9 

BLASTX 

g3128213 

221 

7.0e-18 

78 
55 

(AC004077) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 


406176 


Seq. ID 


LIB347 9-004 -Q6-K1-D1 


Method 


BLASTX 


NCBI GI 


g82502 


BLAST score 


361 


E value 


3.0e-34 


Match length 


120 


% identity 


63 


NCBI Description 


prolamin precursor (clone pX24) 




>gi_20304_emb_CAA37850_ (X53857) 


Seq. No. 


406177 


Seq. ID 


LIB3479-004-Q6-K1-D10 


Method 


BLASTN 


NCBI GI 


g3061268 


BLAST score 


141 


E value 


1.0e-73 


Match length 


178 


% identity 


93 


NCBI Description 


Oryza satlva mRNA for chitinase, 


Seq. No. 


406178 


Seq. ID 


LIB3479-004-Q6-K1-D4 


Method 


BLASTX 


NCBI GI 


g20217 


BLAST score 


670 


E value 


1.0e-70 


Match length 


132 


% identity 


98 


NCBI Description 


(X05662) glutelin [Oryza sativa] 


Seq. No. 


406179 


Seq. ID 


LIB3479-004-Q6-K1-D8 


Method 


BLASTX 


NCBI GI 


g4126695 


BLAST score 


187 


E value 


5.0e-14 


Match length 


53 



rice 



52432 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



72 

(AB016505) 



prolamin [Oryza sativa] 



406180 

LIB3479-004-Q6-K1-D9 

BLASTN 

gll43863 

320 

1.0e-180 

320 
100 

Oryza sativa beta-glucosidase mRNA, 
chloroplast protein, complete cds 



nuclear gene encoding 



Seq. No. 


4 Uolo 1 


Seq. ID 


LIB3479-004-Q6-K1-E10 


Method 


BLASTN 


NCBI GI 


g41oy /Ob 


BLAST score 


36 


E value 


6. 0e-ll 


Match length 


80 


% identity 


86 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3, 




MGL6, complete sequence 


Seq. No. 


406182 


Seq. ID 


LIB3479-004-Q6-K1-E11 


Method 


BLASTX 


NCBI GI 


g2739044 


BLAST score 


380 


E value 


2 . Oe-36 


Match length 


105 


% identity 


70 


NCBI Description 


(AFUz4obl) polypnospnoxnositiae oxnaing proiem 




[Glycine max] 


Seq. No. 


406183 


Seq. ID 


LIB3479-004-Q6-K1-E12 


Method 


BLASTX 


NCBI GI 


g4126693 


BLAST score 


352 


E value 


2.0e-33 


Match length 


101 


% identity 


73 


NCBI Description 


(AB016504) prolamin [Oryza sativa] 


Seq. No. 


406184 


Seq. ID 


LIB3479-004-Q6-K1-E2 


Method 


BLASTX 


NCBI GI 


g2130065 


BLAST score 


514 


E value 


3.0e-52 


Match length 


113 


% identity 


88 


NCBI Description 


alpha-globulin precursor - rice >gi_1783206_dbj 




(D50643) 26 kDa globulin [Oryza sativa] 



BAA09308 



52433 



oeq. iNo . 


API £1 PR 
ftU DID J 


q prT TH 

uctj • -L Lf 


T.TR?47 c >-004~Ofi-K1 -F,"3 


IMG UIlUvJ, 




NCBI GI 


gl619300 


BLAST score 


348 


E value 


/ » Uc JJ 


jyiai.cn lengtn 


ft Q 


% identity 


7 9 






oeq. NO. 


41 U010 0 




T TR^47 Q-HD4 -nfi-K"1 -"PR 




DlinO 1 LN 


NCBI GI 


g5777612 


BLAST score 


273 


E value 


1 flo-1 R9 


jyjatcn ±enyL.n 


977 


% identity 


1UU 




Orv7a =5 31" i T7"^ phrnmncioTrna 4 RAP rr^O'37 — 9 07 Fl ponrnl p1~p 


beq. no. 


/I A £1 Q *7 
4UD10 / 


oeq. iu 


T TR^A7 Q-H Pi 4-06-^1 — TT fs 


ixie tnoa 


RT ZiQTV 






BLAST score 


236 


E value 


1.0e-19 


Match length 


52 


% identity 


88 


NCBI Description 


chlorophyll a/b-binding protein I precursor - rice 



>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406188 

LIB3479-004-Q6-K1-E7 

BLASTX 

g3924604 

178 

2.0e-13 

47 

68 

(AF069442) putative leucine-rich repeat protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406189 

LIB3479-004-Q6-K1-E8 

BLASTX 

g3738315 

333 

4.0e-31 

82 

76 

(AC005170) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



406190 

LIB3479-004-Q6-K1-E9 



52434 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



BLASTX 

g4126693 

372 

1.0e-35 

128 

61 

(AB016504) prolamin [Oryza sativa] 



406191 

LIB3479-004-Q6-K1-F1 

BLASTX 

g629775 

582 

3.0e-60 

133 

85 

beta-ketoacyl-ACP synthase 



- barley (fragment) 



406192 

LIB3479-004-Q6-K1-F11 

BLASTX 

g5263321 

179 

3.0e-13 

107 
37 

(AC007727)' Contains similarity to gb__AF033823 moira protein 
from Drosophila melanogaster and contains a PF_00249 
Myb-like DNA-binding domain. EST gb_Z25609 comes from this 
gene. [Arabidopsis thaliana] 

406193 

LIB347 9-004-Q6-K1-F2 

BLASTX 

gl21477 

675 

3.0e-71 

128 

98 

GLUTELIN PRECURSOR >gi_82471_pir S05443 glutelin precursor 

(clone lambda-RG21) - rice >gi_20227_emb_CAA32566_ (X14393) 
preprolglutelin {AA -24 to 476) [Oryza sativa] 
>gi_226767_prf 1604474A glutelin [Oryza sativa] 

406194 

LIB3479-004-Q6-K1-F4 

BLASTX 

g4539335 

218 

1.0e-17 

85 

48 

(AL035539) putative protein [Arabidopsis thaliana] 
406195 

LIB3479-004-Q6-K1-F6 
BLASTX 



52435 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2244981 
153 

9.0e-10 

107 
39 

(Z97340) proline-rich, APG like protein [Arabidopsis 
thaliana] 

406196 

LIB3479-004-Q6-K1-F8 

BLASTX 

g2118430 

364 

7.0e-35 

69 

96 

allergen RA16 precursor - rice >gi_1398916_dbj_BAA07712_ 
(D42141) allergenic protein [Oryza sativa] 



Seq. No. 


406197 


Seq. ID 


T TTT5 A "~! C\ AO /I r\f~ tv"1 pi A 

LIBi47 9-0U4-QD-Kl-GlU 


Method 


OT TV OIPV 

BliAolA 


NCBI hi 


qyZ /4Zo 


bliAbi score 


1 KA 


E value 


5.0e-10 


Match length 


55 


% identity 


55 


NCBI Description 


(X86733) fisl [Lmuin usitatissimum] 


Seq. No. 


406198 


Seq. ID 


LIB347 9-004 -Q6-K1-G12 


Method 


BLASTX 




i ft/in £ n 
g4 1U41 u ou 


BLAST score 


475 


E value 


9.0e-48 


Match length 


131 


% identity 


73 


NCBI Description 


(AF031231) S222 [Triticum aestivum]^ 


Seq. No. 


406199 


Seq. ID 


L1B3479-004-Q6-K1-G3 


Method 


BLASTX 


NCBI GI 


g4097522 


BLAST score 


275 


E value 


3.0e-24 


Match length 


68 


% identity 


71 


NCBI Description 


(U63534) cinnamyl alcohol dehydrogena; 




ananas sa] 


Seq. No. 


406200 


Seq. ID 


LIB3479-004-Q6-K1-G5 


Method 


BLASTX 


NCBI GI 


g2130065 


BLAST score 


490 


E value 


1.0e-49 


Match length 


112 



[Fragaria x 



52436 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



86 

alpha-globulin precursor - rice >gi_1783206_dbj_BAA09308_ 
(D50643) 26 kDa globulin [Oryza sativa] 

406201 

LIB3479-004-Q6-K1-H1 

BLASTX 

g421991 

404 

2.0e-39 ' 

88 

86 

1, 4-alpha-glucan branching enzyme (EC 2.4.1.18) sbel 
precursor - rice >gi_287404__dbj_BAA01616_ (D10838) 
1, 4-alpha-glucan branching enzyme [Oryza sativa] 

406202 

LIB3479-004-Q6-K1-H10 
BLASTX 
g3183310 
174 

2.0e-12 

116 
38 

HYPOTHETICAL 23.2 KD PROTEIN C5D6.06C IN CHROMOSOME I 
>gi_2281976_emb_CAB10854.1__ (Z98056) putative glycosyl 
transferase [Schizosaccharomyces pombe] 

406203 

LIB3479-004-Q6-K1-H11 

BLASTX 

g2293480 

211 

5.0e-17 

42 
98 

(AF011331) glycine-rich protein [Oryza sativa] 
406204 

LIB3479-004-Q6-K1-H4 

BLASTX 

g4337040 

224 

2.0e-18 

92 

46 

(AF124159) molybdopterin synthase sulphurylase [Arabidopsis 
thaliana] >gi__4337042_gb_AAD18051_ (AF124160) molybdopterin 
synthase sulphurylase [Arabidopsis thaliana] 

406205 

LIB3479-004-Q6-K1-H5 

BLASTX 

g3881976 

262 

6.0e-23 
101 



52437 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51 

(AJ012409) hypothetical protein [Homo sapiens] 
406206 

LIB3479-004-Q6-K1-H6 

BLASTX 

g585338 

578 

8.0e-60 

124 

90 

ADENYLATE KINASE B (ATP -AMP TRANS PHOSPHORYLASE) 
>gi_391879__dbj_BAA01181_ (D10335) adenylate kinase-b 
sativa] 



[Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score" 

E value 

Match length 

% identity 

NCBI Description 



406207 

LIB3479-004-Q6-K1-H7 
BLASTX 

g2827715 i 
196 

1.0e-15 

65 

55 

(AL021684) receptor protein kinase 
[Arabidopsis thaliana] 



like protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406208 

LIB3479-004-Q6-K1-H8 
BLASTX 
g3913640 
571 

8.0e-59 
122 
94 

FRUCTOSE-1, 6-BISPHOSPHATASE, 
(D-FRUCTOSE-1, 6-BISPHOSPHATE 
>gi_3041775_dbj_BAA25422_ (AB007193) 
fructose-1, 6-bisphosphatase [Oryza sativa] 



CYTOSOLIC 

1 - PHOS PHOH YDROLAS E ) ( FBPAS E ) 



Seq. No. 


406209 


Seq. ID 


LIB3479-" 


Method 


BLASTX 


NCBI GI 


g556401 


BLAST score 


643 


E value 


3.0e-67 


Match length 


160 


% identity 


78 


NCBI Description 


(M28159) 


Seq. No. 


406210 


Seq. ID 


LIB3479- 


Method 


BLASTN 


NCBI GI 


g5777612 


BLAST score 


427 


E value 


0.0e+00 


Match length 


559 


% identity 


99 



52438 



NCBI Description 



Oryza sativa chromosome 4 BAC q3037-207Fl complete genome 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406211 

LIB3479-004-Q6-K2-A10 

BLASTN 

g218171 

117 

2.0e-59 

117 

100 

Oryza sativa mRNA for type I light-harvesting chlorophyll 
a/b binding protein of photosystem II (LHCPII), complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406212 

LIB3479-004-Q6-K2-A12 

BLASTX 

g3273243 

520 

7.0e-53 

129 

84 

(AB004660) NLS receptor [Oryza sativa] 

>gi_3273245_dbj_BAA31166_ (AB004814) NLS receptor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406213 

LIB3479-004-Q6-K2-A2 

BLASTX 

gl345132 

284 

2.0e-25 

93 

62 

(U47029) ERECTA [Arabidopsis thaliana] 

>gi_138 9566_dbj_BAA11869_ (D83257) receptor protein kinase 
[Arabidopsis thaliana] >gi_3075386 (AC004484) receptor 
protein kinase, ERECTA [Arabidopsis thaliana] 

406214 

LIB3479-004-Q6-K2-A4 

BLASTX 

gl076758 

789 

2.0e-84 

193 
78 

heat-shock protein precursor - rye >gi_2130093_pir S65776 

heat-shock protein, 82K, precursor - rye 
>gi_556673__emb_CAA82945_ (Z30243) heat-shock protein 
[Secale cereale] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



406215 

LIB3479-004-Q6-K2-A5 

BLASTX 

g544399 

255 



52439 



E value 
Match length 
% identity 
NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID . 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-22 

77 

69 

GLUTELIN TYPE-B 1 PRECURSOR >gi_82472 joir S04073 glutelin 

precursor (clone pREEKl) - rice >gi_100677_pir S17762 

glutelin gluB-1 precursor - rice >gi_20210_emb_CAA38212_ 

(X54314) glutelin [Oryza sativa] >gi_20223_einb_CAA32706_ 

(X14568) preglutelin [Oryza sativa] 

406216 

LIB3479-004-Q6-K2-A7 

BLASTX 

g401237 

238 

8.0e-43 

94 

90 

UBIQUITIN-ACTIVATING ENZYME El 2 >gi_170684 (M90663) 
ubiquitin activating enyme [Triticum aestivum] 

406217 

LIB3479-004-Q6-K2-A8 

BLASTX 

g225174 

608 

2.0e-63 

120 

97 

glutelin precursor [Oryza sativa] 
406218 

LIB3479-004-Q6-K2-B10 

BLASTX 

g3169171 

147 

3.0e-09 

48 

52 

(AC004401) putative serine carboxypeptidase I [Arabidopsis 
thaliana] >gi_3445213_gb_AAC32443 . 1_ (AC004786) putative 
serine carboxypeptidase I [Arabidopsis thaliana] 

406219 

LIB3479-004-Q6-K2-B11 

BLASTX 

g3980416 

353 

1.0e-33 

100 

66 

(AC004561) putative tropinone reductase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



406220 

LIB3479-004-Q6-K2-B12 

BLASTX 

g225737 



52440 



BLAST score 


537 


E value 


5 . Oe-55 


Match length 


130 


% identity 


82 


NCBI Description 


glutelin [Oryza sativa] 


Seq. No. 


406221 


Seq. ID 


LIB347 y-UU4-yo-K.^-Bz 


Method 


BLASTX 


NCBI GI 


g3925363 


BLAST score 


246 


E value 


7 . Oe-21 


Match length 


114 


% identity 


47 


NCBI Description 


(AFOo/yol) nomeoaoiaain 


Seq. No. 


406222 


Seq. ID 


LIBo4 /y-UU4-t J 2o-J\z-rio 


Method 


BLASTX 


NCBI GI 


g!362009 


BLAST score 


587 


E value 


1.0e-60 


Match length 


136 


% identity 


45 


NCBI Description 


ubiquitin-like protein 


Seq. No. 


406223 


Seq. ID 


LIB3479-004-Q6-K2-B5 


Method 


BLASTX 


NCBI GI 


g2443880 


BLAST score 


226 


E value 


2.0e-18 


Match length 


104 


% identity 


46 


NCBI Description 


(AC0022 94) Hypotnetxca. 


Seq. No. 


406224 


Seq. ID 


LIB3479-004-Q6-K2-B6 


Method 


BLASTX 


NCBI GI 


01 Ann 

gl214 / / 


BLAST score 


559 


E value 


1.0e-57 


Match length 


140 


% identity 


76 


NCBI Description 


GLUTELIN PRECURSOR >gi 



[Malus domestica] 



- Arabidopsis thaliana 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



preprolglutelin (AA -24 to 476) [Oryza sativa] 
>gi_2267 67_prf 1604474A glutelin [Oryza sativa] 

406225 

LIB3479-004-Q6-K2-B8 

BLASTX 

g6015059 

466 

6.0e-47 

93 

98 



52441 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ELONGATION FACTOR 1 -ALPHA (EF-1 -ALPHA) >gi_2996096 
(AF030517) translation elongation f actor- 1 alpha; EF-1 
alpha [Oryza sativa] 

406226 

LIB3479-004-Q6-K2-B9 

BLASTX 

g82502 

407 

1.0e-39 

114 

72 

prolamin precursor (clone pX24) - rice 

>gi_20304_emb_CAA37850_ (X53857) prolamin [Oryza sativa] 



Seq. No. 




Seq. ID 


LIB3479-004-Q6-K2-C1 


Method 


BLASTN 


NCBI GI 


go / / / bl<£ 


BLAST score 


388 


E value 


0. 0e+00 


Match length 


A ""7 A 

4/4 


% identity 


98 


NCBI Description 


Oryza sativa chromosome 


Seq. No. 


406228 


Seq. ID 


LIB3479-004-Q6-K2-C10 


Method 


BLASTX 


NCBI GI 


g548671 


BLAST score 


143 


E value 


3.0e-09 


Match length 


53 


% identity 


57 


NCBI Description 


SEED ALLERGENIC PROTEIN 




>gi 419801 pir S31082 : 




>gi_2 1820 l_db j _BAA0 2000 




sativa] 


Seq. No. 


406229 


Seq. ID 


LIB3479-004-Q6-K2-C2 


Method 


BLASTX 


NCBI GI 


g544399 


BLAST score 


558 


E value 


2.0e-57 



4 BAC q3037-207Fl complete genome 



>ed allergen RAG 2 - rice 
(D11434) allergenic protein [Oryza 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



114 
96 

GLUTELIN TYPE-B 1 PRECURSOR >gi_82472_pir S04073 glutelin 

precursor (clone pREEKl) - rice >gi_100677_pir S17762 

glutelin gluB-1 precursor - rice >gi_20210_emb_CAA38212_ 
(X54314) glutelin [Oryza sativa] >gi_20223_emb_CAA32706_ 
(X14568) preglutelin [Oryza sativa] 

406230 

LIB3479-004-Q6-K2-C3 

BLASTX 

g82473 

337 



52442 



E value 


4.0e-35 




riai-cn lengun 


ins 




% identity 


an 




jn^di Description 






j_ \j±. y z*d oct i — l v a j 




beq. No. 


4 U DZol 




beq. iu 


LilDji / 2? UU 1 ! Si*-* 




rlc LIIOU. 












BLAST score 


788 




E value 


3.0e-84 




Match length 


IOj 




% identity 






NUBi Description 






[UiyZd bdLlVa j 




beq. wo. 


4 U DZOi 




beq. ID 


J_iJ_Ij.Jtx / 27 UU 4 ! £^ 




Method 


DT 7\ C rpV 

hi LAb 1 A 




NCBI GI 


g4582787 




BLAST score 


734 




E value 


4 • Uc / 0 




Matcn lengtn 


14 Z 




% . identity 


ac 
y o 




NCBI Description 




Jem a i 


Seq* No. 


4U ozjj 




Seq. ID 


J_ilbo4 /y — UU4~yo -l\Z"UD 




Metnoa 


TJT 7V nmV 




Tar , 'RT n 

LNL-Ol \jX 


gl703089 




BLAST score 


165 




E value 


2.0e-ll 




Match length 


136 




% identity 


35 




NCBI Description 


ACYLAMINO-ACI D-RELEAS ING 



(M17513) glutelin 



>gi__169791 (M17513) glutelin 



(APH) ( AC YLAMINOACYL- PEPTIDASE) (DNF15S2 PROTEIN) 

>gi_2118063_pir JC4655 acylaminoacyl -peptidase (EC 

3.4.19.1) - human >gi_556514_dbj_BAA0747 6_ (D38441) 
acylamino acid-releasing enzyme [Homo sapiens] 



Seq. No. 

.Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406234 

LIB3479-004-Q6-K2-C7 

BLASTX 

g5802606 

471 

2.0e-47 

102 

88 

(AF174486) methylenetetrahydrof olate reductase [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



406235 

LIB3479-004-Q6-K2-C9 

BLASTX 

g3128213 

244 

1.0e-20 



52443 



Match lengtn 


QC 
OJ 


% identity 




NCBI Description 


(AUUU4U//; nypoi,neT-icax proi.ein Liird.jjiuQpoj.o uiia.xj^ciiici 


Seq. No. 


a n^o'sc 
4Uozoo 


beq. lJJ 


T Tia^yl 7 Q — — T^9— Hi 

ij±rso4 uU'i ui 


Method 


OLiriO i A 


NCBI GI 


g4126693 


BLAST score 


288 


E value 


i . ue — £.0 


Matcn lengtn 


110 


% identity 


C EX 


MUiii uescripx.ion 


/ 7AT?n 1 C\£\C\A\ nrnl am l n T Hru73 oaf i 1 
X D J \J rx J fcJI. \JJL CUALXll L y O a. i — L V a J 


Seq. No. 


4 U bzo / 


beq. iu 




Method 


oLAb 1 IN 


NCBI GI 


g3061268 


BLAST score 


111 


E value 


y . US" jD 


Match lengtn 


114 


% identity 


a a 

99 


NCBI Description 


uryza sariva mKNii ror cnninase, compiece tub 


Seq. No. 


yi A /"O ^ O 

4062o« 


Seq. ID 


LIBJ4 /y-UU4-yb-Kz-U4 


Method 


bliAolA 


NCBI GI 


g20217 


BLAST score 


657 


E value 


5 . 0e-o9 


Match length 


150 


% identity 


85 


NCBI Description 


(Auobbzj giutenn [uryza sativaj 


Seq. No. 


4Uoz jy 


beq. liJ 


lilDOfl /^""UU*1 y0 ^ UD 


Method 


T3T 7AQTV 


NCBI GI 


g5881778 - 


BLAST score 


178 


E value 


y . Ue-io 


Match length 


79 


% identity 


51 


NCBI Description 


(ALll/Joo) putative protein LAraDictopsis rnananaj 


Seq. No. 


406240 


Seq. ID 


Llco4 / y— UU4-yb— ixZ-lJo 


Method 


BLASTX 


NCBI GI 


g4126695 


BLAST score 


206 


E value 


j . ue-ib 


Match length 


80 


% identity 


56 


NCBI Description 


(AB016505) prolamin [Oryza sativa] 


Seq. No. 


406241 


Seq. ID 


LIB3479-004-Q6-K2-D9 


Method 


BLASTX 



52444 



HI 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



gll43864 
279 

1.0e-24 

50 

100 

(U28047) 



beta glucosidase [Oryza sativa] 



406242 

LIB347 9-004-Q6-K2-E10 

BLASTN 

g4159706 

36 

1.0e-10 

80 

86 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MGL6, complete sequence 

406243 

LIB3479-004-Q6-K2-E11 

BLASTX 

g2739044 

353 

3.0e-33 

100 

67 

(AF024651) polyphosphoinositide binding protein Sshlp 
[Glycine max] 

406244 

LIB3479-004-Q6-K2-E12 

BLASTX 

g4126693 

395 

3.0e-38 

127 

65 

(AB016504) prolamin [Oryza sativa] 
406245 

LIB3479-004-Q6-K2-E2 

BLASTX 

g2130065 

514 

3.0e-52 

113 

88 

alpha-globulin precursor - rice >gi_1783206_dbj_BAA09308 
(D50643) 26 kDa globulin [Oryza sativa] 

406246 

LIB3479-004-Q6-K2-E3 

BLASTX 

gl619300 

386 

3.0e-37 
119 



52445 



9* T /"J y^v -4— i +- t t 

^ laenLity 


ox 


iNv^Di uescripuion 


fYQRO£Q\ TDD nrnt" n r T.\rr , ^r^^r* q n ron pqpn] PTThnni 1 


oeq. NO* 


4 U OZ 4 / 


oeq. xu 


T TR^ A 1 Q-fl 04-^^-1^9-17 R 




T3T AQTN 
OXirao x J.N 


NCBI GI 


g5777612 


BLAST score 


308 


E value 


i no-i 7 ^ 

X • He X / o 


jxiaucn xengtn 


ouo 


% identity 


1 nn 


INk^DX UcoUlipiXUIl 


firuya oaf-i its r^hi rnmn<;nmp d RAP rr'-} 0 "3 7 — 9 07 F"1 rninril pf a < 


oeq. djo . 


4 U OZ 4 0 


oeq. xu 


T TR^47Q— nnA— Pf9 — Ffi 




RT A^Ty 


im^.dx kjj- 




BLAST score 


326 


E value 


3.0e-30 




DO 


% identity 


t?o 


NCBI Description 


(AnUxZboy; xignt narvesnxng cnxoropnyxx a/o Dinamg 




l_NxcoT_iana syxvesurxsj 


Seq. No. 




dart t n 
oeq. iu 


T TI3*3i4 7 Q — fin A— H^ — T^9 — TT7 


Method 






y jyZ4 DU4 


BLAST score 


205 


E value 


l-0e-16 


Match length 


/ Z 


-6 identity 


0 / 


NCBI Description 


(AF069442) putative leucine-rich repeat protein 




Lri.raJDXaopSXS tnallallaj 


Seq. No. 


4uoZoU 


oeq. XL* 


T Q— Odd— Ci&— K"9-Fft 
XiXijOft / -? i/Ui rvz HjO 




RT.A^TY 


NCBI GI 


g3738315 


BLAST score 


385 


E value 




Ma ten iengtn 


yo 


% identity 


/ 0 


NCBI Description 


^AL/UU 31 / U J UnKIlOWn prOI-eXIl |_ii.iclJJXu.CjpoXo LllaXXdlld J 


Seq. No. 


4UoZol 


oeq. ijj 


±jXjdj4 /y-*uu4*~yD j\z ii? 


ixietiiou 


RT DQTY 


iNUoX LjX 


go Z OUZ 


BLAST score 


352 


E value 


4.0e-33 


1 let J. luulj 111 


1 94 


% identity 


60 


NCBI Description 


prolamin precursor (clone pX24) - rice 




>gi_20304_emb_CAA37850_ (X53857) prolamin [Oryza sa 


Seq. No. 


406252 



52446 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3479-004-Q6-K2-F1 

BLASTX 

g629775 

630 

8.0e-66 

147 

84 

beta-ketoacyl-ACP synthase 



barley (fragment) 



406253 

LIB3479-004-Q6-K2-F11 

BLASTX 

g5263321 

276 

2.0e-24 

136 

44 

(AC007727) Contains similarity to gb_AF033823 moira protein 
from Drosophila melanogaster and contains a PF_0024 9 
Myb-like DNA-binding domain. " EST gb_Z25609 comes from this 
gene. [Arabidopsis thaliana] 

406254 

LIB3479-004-Q6-K2-F2 

BLASTX 

gl21477 

758 

8.0e-81 

149 

95 

GLUT EL IN PRECURSOR >gi_82471_pir S05443 glutelin precursor 

(clone lambda-RG21) - rice >gi_20227__emb__CAA32566_ (X14393) 
preprolglutelin (AA -24 to 476) [Oryza sativa] 
>gi_226767_prf 1604474A glutelin [Oryza sativa] 



Seq. No. 


406255 


Seq. ID 


LIB3479-004-Q6-K2-F3 


Method 


BLASTN 


NCBI GI 


g20402 


BLAST score 


92 


E value 


5.0e-44 


Match length 


112 


% identity 


96 


NCBI Description 


0. sativa Waxy mRNA 


Seq. No. 


406256 


Seq. ID 


LIB3479-004-Q6-K2-F4 


Method 


BLASTX 


NCBI GI 


g4539335 


BLAST score 


210 


E value 


1.0e-16 


Match length 


82 


% identity 


48 


NCBI Description 


(AL035539) putative 


Seq. No. 


406257 


Seq. ID 


LIB3479-004-Q6-K2-F8 



52447 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2118430 

439 

1.0e-43 

81 

96 

allergen RA16 precursor - rice >gi_1398 916_dbj_BAA07712_ 
(D42141) allergenic protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406258 

LIB3479-004-Q6-K2-G1 

BLASTX 

g629829 

162 

4.0e-ll 

98 

48 

protochlorophyllide reductase (EC 
>gi_510677_emb_CAA54042_ (X76532) 
reductase [Triticum aestivum] 



1.3.1.33) - wheat 
protochlorophyilide 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



406259 

LIB3479-004-Q6-K2-G10 

BLASTX 

g927428 

159 

2.0e-10 

60 

53 

(X86733) fisl [Linum usitatissimum] 
406260 

LIB3479-004-Q6-K2-G12 

BLASTX 

g4104060 

280 

4.0e-40 

113 

77 

(AF031231) S222 [Triticum aestivum] 
406261 

LIB347 9-004-Q6-K2-G3 

BLASTX 

g3913194 

306 

6.0e-28 

98 

56 

CINNAMYL-ALCOHOL DEHYDROGENASE 3 (CAD) >gi_548323 (L36456) 
cinnamyl-alcohol dehydrogenase [Stylosanthes humilis] 

406262 

LIB3479-004-Q6-K2-G4 

BLASTX 

g6016151 

382 



52448 



E value 
Match length 
% identity 
NCBI Description 



6.0e-37 

76 

99 

IMMUNOGLOBULIN BINDING PROTEIN HOMOLOG 3 PRECURSOR (HEAT 
SHOCK PROTEIN 70 HOMOLOG 3) >gi_1575130 (U58209) lumenal 
binding protein cBiPe3 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406263 

LIB3479-004-Q6-K2-G5 

BLASTX 

g2130065 

514 

3.0e-52 

113 

88 

alpha-globulin precursor - rice >gi_1783206_dbjJ3AA09308_ 
(D50643) 26 kDa globulin [Oryza sativa] 

406264 

LIB3479-004-Q6-K2-H1 

BLASTX 

g421991 

606 

1.0e-64 

141 

89 

1, 4-alpha-glucan branching enzyme (EC 2.4.1.18) sbel 
precursor - rice >gi_287404_dbj_BAA01616__ (D10838) 
1, 4-alpha-glucan branching enzyme [Oryza sativa] 

406265 

LIB3479-004-Q6-K2-H10 

BLASTX 

g3183310 

174 

3.0e-12 

112 

39 

HYPOTHETICAL 23.2 KD PROTEIN C5D6.06C IN CHROMOSOME I 
>gi_228197 6_emb_CAB10854.1_ (Z98056) putative glycosyl 
transferase [Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



406266 

LIB3479-004-Q6-K2-H11 

BLASTX 

g2293480 

243 

7.0e-21 

73 

71 

(AF011331) glycine-rich protein [Oryza sativa] 
406267 

LIB3479-004-Q6-K2-H4 

BLASTX 

g4337040 

292 



52449 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 

.J.0e-26 
143 
42 

(AF124159) molybdopterin synthase sulphurylase [Arabidopsis 
thaliana] >gi_4337042_gb_AAD18051_ (AF124160) molybdopterin 
synthase sulphurylase [Arabidopsis thaliana] 

406268 

LIB3479-004-Q6-K2-H5 

BLASTX 

g3881976 

381 

1.0e-36 

135 

56 

(AJ012409) hypothetical protein [Homo sapiens] 
406269 

LIB3479-004-Q6-K2-H6 

BLASTX 

g585338 

821 

3.0e-88 

160 
100 

ADENYLATE KINASE B (ATP- AMP TRANSPHOSPHORYLASE) 
>gi_391879_dbj_BAA01181_ (D10335) adenylate kinase-b [Oryza 
sativa] 

406270 

LIB3479-004-Q6-K2-H7 

BLASTX 

g2827715 

394 

3.0e-38 

118 

64 

(AL021684) receptor protein kinase - like protein 
[Arabidopsis thaliana] 

406271 

LIB3479-004-Q6-K2-H8 

BLASTX 

g3913640 

373 

8.0e-36 

76 

99 

FRUCTOSE-1, 6-BISPHOSPHATASE, CYTOSOLIC 

(D-FRUCTOSE-1, 6 -BIS PHOSPHATE 1-PHOSPHOHYDROLASE) (FBPASE) 
>gi_3041775_dbj_BAA25422_ (AB007193) 
fructose-1, 6-bisphosphatase [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



406272 

LIB3479-004-Q6-K2-H9 

BLASTX 

g556401 



52450 



BLAST score 


641 


JLi V dX Lit; 


J • L/C VJ / 


r_.dL.tll Xtsiiy Lii 




9- t d ti 4~ _ -hi; 


77 


INuDJ. UCO^IX^/I HJil 


(M98159) alutelin TOrvza satival 


Q__*/r Mr\ 

oeq. iNo* 






LIB3479-005-O6-K1-A12 


1— 1 IkJ k_A 


RLASTX 


l\\^DX OX 




BLAST score 


599 


E value 


4.0e-62 


_. v _aLt.u XtzXiy LII 


X *± 


^ xueiiLXLy 


Q4 


inv^dx usotx xpt xoii 


\n£ U JO JO u ^ LJy X U. V ci. Lc iXciiy (JX Uy trllciotr 




r 7^3 TTiaycl 


beq. wo . 


4H 6974 




T.TR^47 Q-nDR-Ofi-ICl -A9 


i lC t_ i i\j 


RT.A9TX 


KTPRT (IT 


^^496037 

U J1Z, \j\J O J 


BLAST score 


414 


E value 


1.0e-4 0 


ridLv_.il xtJiiy lii 


1 1 0 


is luentiLy 


74 


nldi Description 


^iiL/UU JiOO j putative iiDL Llaufapul Lf 




t anal 
L, 1 let X J_Ct.il Cl j 


beg. NO, 




beq. xu 


T TR^47Q — fin — D6— TC\ — n ^ 


ric L X 1U U 


X-}X]_riO 1 -i. 


NCBI GI 


g5123547 


BLAST score 


198 


UP TT O 1 H __k 


*i . Uc X-J 


Lxiatcn ieng lii 


6P 


-e laentity 


jD 


iw^dx uescription 


/ Z_T H7 0*34 4 > rii i a +* t tto nrntoi n rZ-r-aV^ 


beq. wo . 


4UO-; / D 


beq. iu 


XjXIjO^- / _7 Uu Z) yv) J\X riO 






1NV_*__>X OX 


rrl 1 R4774 


BLAST score 


489 


E value 


2.0e-49 


ridLL-ii xciiy lii 


X U X 




QH 

jU 


jnuox uescripnon 


1 Ufi jo ODj cyLusoiic giyceroiuenyuc 




ori_rk-**_> |_ -Jed iLLdyiDj 


beq. no. 


*i U OZ / / 


oeq. xu 


XjXJDOf. / j UUj LjD i\X Jr\.0 


Mpthnd 


BLASTX 


NCBI GI 


gl21477 


BLAST score 


719 


E value 


3.0e-76 


Match length 


134 


% identity 


99 



[Arabidopsis 



52451 



€> • 

NCBI Description GLUTELIN PRECURSOR >gi_82471_pir S05443 glutelin precursor 

(clone lambda-RG21) - rice >gi_20227_emb_CAA32566_ (X14393) 
preprolglutelin (AA -24 to 476) [Oryza sativa] 
>gi_226767_prf 1604474A glutelin [Oryza sativa] 



oeg * LNO • 




oeq. iu 


t Q— nn R— n^— ki — a q 

■uioo^t / y UUJ Si" 


MetaOu 


DT 7A CTY 




rrdl 9££ft7 
yft DDO / 


DhR.ox score 


R P 7 
3 0/ 


E value 


0 • Uc Dl 


i v iaL.cii xenytii 




% identity 


i nn 
1 uu 


NCBI Description 


(AB016501) glutelin [Oryza sativa] 


oeq. wo. 


ft V / .7 


beg. lu 


1i1do4 / z? uud yo x\i di 


Method. 


0:UH.D 1 A 






BLAST score 


1 A Q 

14 y 


E value 


i . ue-uy 


Match length 


DO 


% identity 


4o 


NCBI Description 


(AL033545) putative protein [Arabidopsis thaliana] 


Seq. No. 


a r\ c o o n 
4UfoZoU 


Seq. ID 


LIB347 y-Uuo-Qo-Kl-Bll 


Method 


BLASTX 


NCBI GI 


gizlzooo 


BLAST score 


437 


E value 


3. Oe-43 


Matcn lengtin 


lOU 


% identity 


CO 


NCBI Description 


(AC004 005) hypothetical protein [Arabidopsis thaliana. 


Seq. No. 


406281 


Seq. ID 


LIB347 9-005-Q6-K1-B12 


Method 




NLB1 bl 


goyiouio 


BLAST score 


bio 


E value 


z . ue— 04 


Match length 


1Z / 


% identity 


n n 

93 


NCBI Description 


rKULiUuL DiornUornnilij fi±jUUJ_i.riDili/ ^nJ_jUJAWlr J_i/io l i^i^rjL/Ur\ovr\ 




/ 7Y T HD \ -! Ol QI CC r^K-i n7A7Afl07^fl fnl^RI^ n>i1 nr^nl act n / 
^H.liJJirJ <^gi ^lolDO QDj / jU ^Ul jjIj/ ClllOIOpiab LU 




aldolase [Oryza sativa] 


Seq. No. 


406282 


Seq. ID 


LIB3479-005-Q6-K1-B2 


Method 


BLASTX 


NCBI GI 


g2119719 


BLAST score 


301 


E value 


2.0e-29 


Match length 


101 


% identity 


76 


NCBI Description 


heat-shock cognate protein 70-3 - tomato >gi_762844 




(L41253) Hsc70 [Lycopersicon esculentum] 



52452 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406283 

LIB3479-005-Q6-K1-B4 

BLASTX 

g2443402 

821 

3.0e-88 

161 

100 

(D87745) orthophosphate dikinase [Oryza sativa] 
>gi_2443405_dbj_BAA22420_ (D87952) orthophosphate dikinase 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406284 

LIB3479-005-Q6-K1-B7 

BLASTX 

gl21476 

560 

1.0e-57 

144 

78 

GLUT ELI N PRECURSOR >gi_82470jpir S07640 glutelin precursor 

(clone 5b-l) - rice >gi_20232_emb_CAA33838_ (X15833) 
precursor (AA -24 to 475) [Oryza sativa] 



Seq. No. 


406285 


Seq. ID 


LIB3479-005-Q6-K1-C1 


Method 


BLASTX 


NCBI GI 


g2194132 ^ 


BLAST score 


379 


E value 


2.0e-36 


Match length 


132 


% identity 


56 


NCBI Description 


(AC002062) No definition 


Seq. No. 


406286 


Seq. ID 


LIB3479-005-Q6-K1-C11 


Method 


BLASTX 


NCBI GI 


g4884866 


BLAST score 


207 


E value 


1.0e-16 


Match length 


57 


% identity 


70 


NCBI Description 


(AF133531) water channel 




crystallinum] 


Seq. No. 


406287 


Seq. ID 


LIB3479-005-Q6-K1-C2 


Method 


BLASTX 


NCBI GI 


g82473 


BLAST score 


569 


E value 


1.0e-58 


Match length 


144 


% identity 


85 



[Mesembryanthemum 



NCBI Description 



glutelin precursor - rice >gi_169791 (M17513) glutelin 
[Oryza sativa] 



52453 





OCtJ ■ J.NU • 


406288 






LIB347 9-005-Q6-K1-C3 






TVT.ASTX 




N^Dl bl 


y Z. J. _J VJ *J V 




BLAST score 


375 




E value 


4.0e-36 




Mancn iengi,n 


1 0? 
j. \j -j 






76 






a 1 r^ha — rrl obn 1 i n orecursor - 






(D50643) 26 kDa globulin | 




beq. no* 


406289 






LIB347 9-005-Q6-K1-C5 




Method. 


RT.A^TX 

XjXjjTIO X /V 




NCBI GI 


g4584548 




BLAST score 


407 




E value 






tyiati.cn lengtn 


^ i. 




% identity 


7 R 


af- 


, LNUDl Uc&uXipLiUIl 


/AT, 049608} nirfcative Drote' 


fF: 


beg. wo. 




■Sa-V." 


Q arr m 
oeq. ±u 


LIB347 9-005-O6-K1-C8 




lyietnoQ. 




s|s: 


NCBI GI 


g2662343 




BLAST score 


535 




E value 


A Ofi-Rft 
*t . Uc w/O 




Matcn iengx.n 




K 


% identity 


Q1 

jX 




rJ^JjX UcoL-ixpuiuu 


fD6^S811 EF-1 alDha TOrvz. 




Seq. No. 


ft u d<i. r? x. 




beq. iu 


LIB3479-005-O6-K1-C9 




lYIe uXlOv-l 


RT.ASTX 




NLrSi bi 


gz ijuuoj 




BLAST score 


305 




E value 


6.0e-28 




Match length 


O D 




% identity 


7^ 
/ o 




LNLbi Description 


Ci-L LUld ^XUJJUXXli ^X> O Ul 






fDS0643^ 26 kDa alobulin 




beq. no. 


fiU 






LIB3479-005-Q6-K1-D1 




Method 


BLASTX 




NCBI GI 


gll84774 




BLAST score 


508 




E value 


2.0e-51 




Match length 


104 



_dbj_BAA09308_ 



rice >gi_1783206_dbj_BAA09308_ 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



92 

(U45856) cytosolic glyceroldehyde-3-phosphate dehydrogenase 
GAPC3 [Zea mays] 

406293 

LIB3479-005-Q6-K1-D12 

BLASTX 

g!710841 



52454 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158 

3.0e-22 

62 

95 

ADENOSYLHOMOCYSTEINASE ( S-ADENOS YL-L-HOMOCYSTEINE 
HYDROLASE) (ADOHCYASE) >giJ758247_emb_CAA56278_ (X79905) 
S-adenosylhomocysteine hydrolase [Phalaenopsis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406294 

LIB3479-005-Q6-K1-D3 

BLASTX 

g2130065 

486 

4.0e-49 

110 

86 

alpha-globulin precursor 
(D50643) 26 kDa globulin 



- rice >gi_1783206_dbj_BAA09308_ 
[Oryza sativa] 





Spct. No. 


406295 




Sea ID 


LIB3479-005-Q6-K1-D4 


CP 


Method 


BLASTN 




NCBI GI 


g20226 


i: 


RT.AST qrorp 


171 




E value 


2.0e-91 


r: 


Ma*t~r*h 1 print hi 


192 




% identity 


96 


SB 


NCBI Description 


Rice mRNA for preproglutelin 


jLj;. 


kJ >3 . LH w . 


406296 


™^ 




LIB3479-005-Q6-K1-D5 




Method 


BLASTX 


Z 

G 




a399940 




BLAST score 


794 




E value 


5.0e-85 




Match length 


173 




% identity 


91 




NCBI Description 


HEAT SHOCK 70 KD PROTEIN, MI' 




>gi 100004 pir S25005 heat ; 






bean >gi_22636_emb_CAA47345_ 






protein [Phaseolus vulgaris] 




Seq. No. 


406297 




Seq. ID 


LIB3479-005-Q6-K1-D8 




Method 


BLASTX 




NCBI GI 


g623586 




BLAST score 


376 




E value 


2,0e-36 




Match length 


93 




% identity 


85 




NCBI Description 


(L29273) putative [Nicotiana 




Seq. No. 


406298 




Seq. ID 


LIB3479-005-Q6-K1-E11 




Method 


BLASTN 




NCBI GI 


g4097337 




BLAST score 


330 



70 



i, 70K - kidney 
kDa heat shock 



52455 



€1 



E value 


0.0e+00 




407 


% identity 


1 nn 

1UU 


JNL/Di Description 


riyTr>7o 0 a +- -i Tra mof 3 1 1 r>iT"TnT An oi n-1 i rirnt"P 1 n mRKfA fTiTTlin 1 pfp 
UiyZa bdllVa ILLc LaJ.lU tnxuilc±ll _L a. JS-t; piULCin iu.L\XN.ri/ uuui^xclc 




cds 


beq. jno. 








wen no o. 


D1lH.D ± ln 


NCBI GI 


g2062705 


BLAST score 


36 


IT wal no 
Cj value; 


1 np-1 n 

1 * Uc 1 U 


i v iaT_cii xengx.n 




% identity 


i nn 

iUU 




UiiTtian V-m-h wrnTih "i 1 in f'RT'FRl mPNA pottidI pfp cds 


beq. jno. 


41 U 0 jUU 


oev^. 1U 


LiiDJi / y Xv-L j-ij 


L v ier.noa 


m 7XQTV 


NCBI GI 


g4006861 


BLAST score 


242 


Hi YalUc 


Z . US £ u 


Match length 


00 


% identity 


by 


1NOB1 UcSCripLlUIl 


(700707^ fnhnl in — 1 i V*=i "nrrii - p-i n r AypVi "i dnn =5 1 <=: thai "i anal 


beq. no. 


4U0OU1 


beg. ID 


t TTa^/i n Q— nn c;— t^i — tpp 

liloO^i /y UUj J\I~£jC5 


Ti/T^-i +- Vi /^i W 

jxie unou 


JjIltiO 1 L\ 


NCBI GI 


g5257255 


BLAST score 


50 


"C TT^ 1 lift 

& value 


q n&— 1 q 


Mancn lengun 


loo 


% identity 


oO 


NCBI Description 


uryza samva genoniic uLvi/i^ cnroiuosoiiLe o f oiuiic ♦ ruu^or u / 


beq. No. 




beq. ID 


LilJt504 / ? DUD yt) Rl £jj 


i v iei.nocL 


DliriO 1 A 


LNUDl ol 


gz "Diz 3 


BLAST score 


310 


E value 


2.0e-28 


rJatcn lengun 


1 HQ 
1U j 


% identity 




NCBI Description 


(Aoouo4j proiaitim L^^y z 3. sarivaj >gi y / iizz_aDj__DiiH.uyy^u__ 




^L/D j Jul J J.jls.ij'ct (JXciiLLXii [viy oaL.x vaj 


Seq. No. 


A f~\ £ 1 1~\ 

4 Do JU J 


beq. 1JJ 


T TT3^yi7 Q— nnR— Pf1 — T?9 




D±jriO 1 A 


NPRT GT 

Vi\^> LJ A, \J X 


a3377820 


BLAST score 


194 


E value 


1.0e-14 


Match length 


50 


% identity 


76 


NCBI Description 


(AF076275) contains similarity to coatomer zeta chains 



[Arabidopsis thaliana] 



52456 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406304 

LIB3479-005-Q6-K1-F3 

BLASTX 

gl!36434 

337 

2.0e-31 

147 
47 

(D80009) KIAA0187 [Homo sapiens] 
406305 

LIB347 9-005-Q6-K1-F5 

BLASTX 

g3914603 ' 

982 

1.0e-107 

189 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE, 
CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) >gi_1778414 
(U74321) ribulose-1, 5-bisphosphate carboxylase/oxygenase 
activase [Oryza sativa] 

406306 

LIB3479-005-Q6-K1-F6 

BLASTX 

g3080420 

366 

7.0e-35 

153 
58 

(AL022604) putative sugar transporter protein [Arabidopsis 
thaliana] 

406307 

LIB3479-005-Q6-K1-F8 

BLASTX 

g2499709 

543 

1.0e-55 

104 

100 

PHOSPHOLIPASE D 1 PRECURSOR (PLD 1) (CHOLINE PHOSPHATASE 1) 
{PHOSPHATIDYLCHOLINE-HYDROLYZING PHOSPHOLIPASE D 1) 
>gi_1020415_dbj_BAA11136_ (D73411) phospholipase D [Oryza 
sativa] >gi_1902903__dbj_BAA194 67_ (AB001920) phospholipase 
D [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



406308 

LIB3479-005-Q6-K1-G1 

BLASTX 

g20217 

664 

8.0e-70 

127 

100 



52457 



4) 



NCBI Description (X05662) glutelin [Oryza sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



406309 

LIB3479-005-Q6-K1-G11 

BLASTX 

g3759184 

166 

4.0e-12 

43 
67 

(AB018441) phi-1 [Nicotiana tabacum] 
406310 

LIB347 9-005-Q6-K1-G12 

BLASTN 

gl519250 

80 

2.0e-37 

99 
95 

Oryza sativa GF14-C protein mRNA, complete cds 
406311 

LIB3479-005-Q6-K1-G2 

BLASTX 

g225737 

597 

4.0e-62 

138 

86 



NCBI Description glutelin [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406312 

LIB3479-005-Q6-K1-G3 

BLASTX 

g!21476 

697 

1.0e-73 

168 

81 

GLUTELIN PRECURSOR >gi__82470_pir_S07640 glutelin precursor 
(clone 5b- 1) - rice >gi_20232_emb_CAA33838_ (X15833) 
precursor (AA -24 to 475) [Oryza sativa] 

406313 

LIB3479-005-Q6-K1-G5 

BLASTX 

g544399 

765 

1.0e-81 

163 
8 9 

GLUTELIN TYPE-B 1 PRECURSOR >gi_82472_pir S04073 glutelin 

precursor (clone pREEKl) - rice >gi_100677__pir_S177 62 
glutelin gluB-1 precursor - rice >gi_20210_emb_CAA38212_ 

(X54314) glutelin [Oryza sativa] >gi_20223_emb_CAA32706_ 

(X14568) preglutelin [Oryza sativa] 



52458 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406314 

LIB3479-005-Q6-K1-G7 

BLASTX 

g6015059 

543 

7.0e-56 

104 

99 

ELONGATION FACTOR 1 -ALPHA (EF-1-ALPHA) >gi_2996096 
(AF030517) translation elongation factor-1 alpha; EF-1 
alpha [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406315 

LIB3479-005-Q6-K1-H11 

BLASTX 

g283007 

245 

5.0e-21 

94 

57 

14K prolamin precursor - rice >gi_20306_emb_CAA43295_ 
(X60979) prolamin [Oryza sativa] 



Seq. No. 


406316 


Seq. ID 


LIB3479-005-Q6-K1-H12 


Method 


BLASTX 


NCBI GI 


g2407279 


BLAST score 


157 


E value 


1.0e-10 


Match length 


35 


% identity 


91 


NCBI Description 


(AF017362) aldolase [Oryza 


Seq. No. 


406317 


Seq. ID 


LIB3479-005-Q6-K1-H5 


Method 


BLASTX 


NCBI GI 


gl21477 


BLAST score 


817 


E value 


1.0e-87 


Match length 


163 


% identity 


94 


NCBI Description 


GLUTELIN PRECURSOR >gi 824' 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



_j?ir S05443 glutelin precursor 

(clone lambda-RG21) - rice >gi_20227_emb_CAA32566_ (X14393) 
preprolglutelin (AA -24 to 47 6) [Oryza sativa] 
>gi_226767_prf 1604474A glutelin [Oryza sativa] 

406318 

LIB3479-005-Q6-K1-H8 

BLASTX 

gl944573 

243 

7.0e-27 

86 

81 

(Z49146) phenylalanine ammonia-lyase [Hordeum vulgare] 



52459 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406319 

LIB3479-006-Q6-K1-A3 

BLASTX 

g462234 

227 

4.0e-19 

52 
88 

HISTONE H2A >gi_419741_pir S30155 histone H2A - Norway 

spruce >gi_297871_emb_CAA48030_ (X67819) histone H2A [Picea 
abies] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406320 

LIB3479-006-Q6-K1-A4 

BLASTX 

g6015065 

470 

2.0e-4 7 

94 

93 

ELONGATION FACTOR 2 (EF-2) 
(Z97178) elongation factor 



>gi_2369714_emb_CAB09900_ 
2 [Beta vulgaris] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406321 

LIB3479-006-Q6-K1-A6 

BLASTN 

g4680196 

33 

2.0e-09 

73 

86 

Sorghum bicolor BAC clone 25.M18, complete sequence 
406322 

LIB3479-006-Q6-K1-A7 

BLASTX 

gl408222 

516 

2.0e-52 

138 

75 

(U60764) pathogenesis-related protein [Sorghum bicolor] 
406323 

LIB3479-006-Q6-K1-A9 

BLASTX 

g4097561 

315 

7.0e-29 

121 

55 

(U64 918) ATGP1 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



406324 

LIB3479-006-Q6-K1-B1 

BLASTX 

g82473 



52460 





BLAST score 


183 






E value 


2.0e-13 






Match lencrth 


60 






?; i dpnt it v 


65 






NCRT Dp9pri t)t ion 


glutelin precursor - rice 


>gi 169791 






[Oryza sativa] 






Qpnr Ma 

kJ ^ V-4 • %_/ • 


406325 






Seq. ID 


LIB3479-006-Q6-K1-B11 






Method 


BLASTN 






NCBI GI 


g5734616 






BLAST score 


203 






E value 


1.0e-110 






Match lencrth 


412 






?; i dpnt it v 


88 






NCBI Description 


Oryza sativa genomic DNA, 


chromosome 




Seer No 


406326 






Seq. ID 


LIB3479-006-Q6-K1-B3 






Method 


BLASTX 






NCBI GI 


gl698670 




ER 


BLAST score 


252 






T? V3 1 HP 
1—1 VulUC 


1.0e-21 






Mat rh 1 print h 


115 




esc:; 
.ass:. 


& "i H i — 1 +* T.j 


40 




Basis 


NCBI DescriDtion 


(U66241) S-like RNase [Zea mays] 






406327 




Si 


Spct ID 


LIB3479-006-Q6-K1-B5 






Mpt hod 


BLASTN 






NCBI GI 


g20205 






BLAST score 


99 




as;;: 


TT VP 1 np 
j— i v a j. 


2.0e-48 






M^t rh lprirrth 


132 






8; t H f^n "h "i i~ \7 
o xuciiuity 


100 




"""^ 


NCBI Description 


Rice mRNA for glutelin ( 


pCSW-321 ) 




»J C VJ • J. 1 * Vrf> « 


406328 






Seq. ID 


LIB3479-006-Q6-K1-B9 






Method 


BLASTX 






NCBI GI 


gl21473 






BLAST score 


699 






F! Vri 1 IIP 


7.0e-74 






Ms +* oh 1 PT"irrf~Vi 
lid l. i x ciiy L,ii 


147 






9- t HottI - "1 +* \T 

O 1UC11 LX L J 


93 






NCBI Description 


GLUTELIN TYPE I PRECURSOR 


{ CLONE PRE 






406329 






Seq. ID 


LIB3479-006-Q6-K1-C12 






Method 


BLASTX 






NCBI GI 


gl21477 






BLAST score 


214 






E value 


1.0e-17 






Match length 


44 





% identity 

NCBI Description 



100 

GLUTELIN PRECURSOR >gi_8247 ljpir S05443 glutelin precursor 

(clone lambda-RG21) - rice >gi_20227_emb_CAA32566_ (X14393) 



52461 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



preprolglutelin (AA -24 to 476) [Oryza sativa] 
>gi_226767_prf 1604474A glutelin [Oryza sativa] 

406330 

LIB3479-006-Q6-K1-C2 

BLASTX 

g4455158 

151 

6.0e-10 

42 
69 

(AL021687) kinase-like protein [Arabidopsis thaliana] 
406331 

LIB3479-006-Q6-K1-C5 

BLASTX 

g544399 

735 

4.0e-78 

160 

87 

GLUTELIN TYPE-B 1 PRECURSOR >gi_82472__pir S04073 glutelin 

precursor (clone pREEKl) - rice >gi_100677__pir S17762 

glutelin gluB-1 precursor - rice >gi_20210__emb_CAA38212_ 

(X54314) glutelin [Oryza sativa] >gi_20223_emb_CAA32706_ 

(X14568) preglutelin [Oryza sativa] 

406332 

LIB3479-006-Q6-K1-C6 

BLASTX 

g4455223 

307 

6.0e-28 

86 

65 

(AL035440) 
thaliana] 



putative DNA binding protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406333 

LIB3479-006-Q6-K1-C7 

BLASTX 

g4220474 

259 

3.0e-22 
161 
40 

(AC006069) 
thaliana] 



putative myosin heavy chain [Arabidopsis 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



406334 

LIB3479-006-Q6-K1-C8 

BLASTX 

g5081779 

362 

9.0e-35 

87 

82 



52462 



NCBI Description (AF150630) cellulose synthase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406335 

LIB3479-006-Q6-K1-C9 

BLASTX 

g730450 

389 

7.0e-38 

102 

75 

60S RIBOSOMAL PROTEIN L13-2 (COLD INDUCED PROTEIN C24B) 

>gi_480649_pir S37134 cold-induced protein BnC24B - rape 

>gi_398922_emb_CAA80343_ (Z22620) cold induced protein 
(BnC24B) [Brassica napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406336 

LIB3479-006-Q6-K1-D10 

BLASTX 

g4126693 

189 

2.0e-14 

51 
75 

(AB016504) prolamin [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406337 

LIB3479-006-Q6-K1-D11 

BLASTN 

g493724 

149 

3.0e-78 

201 

93 

0. sativa mRNA for beta-tubulin 
406338 

LIB3479-006-Q6-K1-D3 

BLASTX 

g283007 

265 

3.0e-23 

98 

59 

14K prolamin precursor - rice >gi_20306_emb_CAA43295_ 
(X60979) prolamin [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406339 

LIB3479-006-Q6-K1-D4 

BLASTX 

gl658313 

769 

5.0e-82 

142 

51 

(Y08987) osr40g2 [Oryza sativa] 



Seq. No. 



406340 



52463 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3479-006-Q6-K1-D6 

BLASTX 

g2982313 

207 

3.0e-16 

81 
54 

( AFO 51241) phosphoglycerat e 



kinase [Picea mariana] 



oeq • lno ■ 






LTB347 9-006-O6-K1-E1 




BLASTN 




a20226 


BLAST score 


175 


E value 


8.0e-94 


\A — i 4— j^i V» ~\ n-n /-r-i— T-i 

JxiaLcn -Lengtn 


JL Zf \J 


% identity 


JO 


NCBI Description 


KJLCe lUI\lNri LOJL picpiuy lUUcllii 


Seq. No. 


/I d^^AO 
4 U 0 OftZ 


Seq. ID 


Jbl004 / y UUO yOM Hill 


TuT/~V "f - Vl 

jxie lhoq 


RT A^TW 

E> IjJTlO J- LN 


Nv-JdI bi 


y DUlJ'i J / 


BLAST score 


37 - 


E value 


1.0e-ll 


Match length 


A R 


% identity 


Ob 


NCBI Description 


rloicio sapiens rti&i mrs-iN/i/ coiupieT-e cus 


Seq. No. 


A C\0 A *i 


Seq. ID 


1i1dJ4 /y UUD yD M Cii 


LyieLnoa. 


Dlin.u 1A 


NCBI bl 


— O A C Qfl ft C 


DT ACT Qpnro 


161 


E value 


2.0e-14 


Match length 


65 


% identity 


72 


NCBI Description 


(AJ001091) magnesium chelatase subunit 


Seq. No. 


406344 


Seq. ID 


LIB3479-006-Q6-K1-E3 


Method 


BLASTX 


NCBI GI 


g20217 


BLAST score 


650 


E value 


3.0e-68 


Match length 


125 


% identity 


99 


NCBI Description 


(X05662) glutelin [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



406345 

LIB3479-006-Q6-K1-E4 

BLASTN 

g3386568 

57 

2.0e-23 

92 

92 



52464 



# • 

NCBI Description Sorghum bicolor photosystem II type II chlorophyll a/b 
binding protein (CABII) mRNA, partial cds 



Seq. No. 


406346 


Seq. ID 


LIB3479-006-Q6-K1-E7 


Mp*1~hofi 

LiC L.11V^V^I 


BLASTX 


IN^-Dx V3X 


a225737 


LjXxriO X OWlC 


588 


TT TTfl 1 IIP 
J— 1 VOX LAC 


S.Oe-61 


1~ *""Vi 1 on rr1~ 
1 1 a. l, \-> i i x cny i—ii 


138 


O XUCllLXLJf 


85 


NCBI Description 


glutelin [Oryza sativa] 


Seq. No. 


406347 


Seq. ID 


LIB3479-006-Q6-K1-F1 




BLASTX 




a4262250 


RT G^T qrfiT*P 


645 


F 1 np 

£i V CI X Uie 


1. Oe-67 


Mafph 1 ciTi rr*t~ n 
ria LL-ii xciiy til 


136 


^ xuciiLXty 


89 


NCBX Descriotion 


(AC006200) putative aldolase [Arabidopsis thaliana] 


Seq. No. 


406348 


Seq. ID 


LIB3479-006-Q6-K1-F10 


Tijf i-i +- Vi /™s/"i 

i v ie L.I1UQ. 


RT.A^TN 


IN^OX Oi 




jDiifioi score 


XZ. (J 


TJ 1 tt^ 1 np 

J_i VOX LLC 


4 . Oe-61 


riaucn xenyL.il 


X u 0 


t> XUCilLXLy 


92 


NPRT Dp c ;r , Ti Tit i on 


Rice mRNA for oryzain alpha (EC 3.4.22) 


Seq. No. 


406349 


Seq. ID 


LIB3479-006-Q6-K1-F2 




RT.A^TX 


WwDl OX 




T5T 7\ Q T 1 ennro 
J3Xj.rt.OX sL-Ulc 


1 68 

X \J 0 


TP ual no 


p 0e-1P 






•5 laentxty 


SO 


NPRT Dpqrn'r)t"inn 


(AC005169) extensin-like protein [Arabidopsis thaliana] 


?>PC7 No 

^ \A * i-' W . 


406350 


Seq. ID 


LIB3479-006-Q6-K1-F4 


Method 


BLASTX 


NCBI GI 


gl21477 


BLAST score 


784 


E value 


8.0e-84 


Match length 


153 


% identity 


95 


NCBI Description 


GLUTELIN PRECURSOR >gi 82471 pir S05443 glutelin precurs- 



(clone lambda-RG21) - rice >gi_20227_emb_CAA32566_ (X14393) 
preprolglutelin (AA -24 to 476) [Oryza sativa] 
>gi_226767_prf 1604474A glutelin [Oryza sativa] 



Seq. No. 406351 



52465 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3479-006-Q6-K1-.F5 

BLASTX 

g2335106 

166 

1.0e-ll 

99 
37 

(AC002339) 
thaliana] 



salt inducible protein-like [Arabidopsis 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406352 

LIB3479-006-Q6-K1-F7 

BLASTX 

g2624326 

348 

5.0e-33 

74 

91 

(AJ002893) OsGRPl [Oryza sativa] 
406353 

LIB3479-006-Q6-K1-F9 

BLASTX 

g2130065 

434 

4.0e-43 

99 

86 

alpha-globulin precursor - rice >gi_1783206_dbj_BAA09308_ 
(D50643) 26 kDa globulin [Oryza sativa] 



Seq. No. 


406354 


Seq. ID 


LIB3479-006-Q6-K1-G10 


Method 


BLASTX 


NCBI GI 


g225737 


BLAST score 


649 


E value 


5.0e-68 


Match length 


151 


% identity 


86 


NCBI Description 


glutelin [Oryza sativa] 


Seq. No. 


406355 


Seq. ID 


LIB3479-006-Q6-K1-G4 


Method 


BLASTX 


NCBI GI 


g4206195 


BLAST score 


142 


E value 


2.0e-14 


Match length 


78 


% identity 


49 


NCBI Description 


(AF071527) hypothetical 




>gi_4 26216 9_gb_AAD 144 69 




[Arabidopsis thaliana] 


Seq. No. 


406356 


Seq. ID 


LIB3479-006-Q6-K1-G6 


Method 


BLASTX 


NCBI GI 


g829283 



52466 




BLAST score 


183 




F. VA 1 IIP 
J— i v a a. no 


1.0e-13 






53 




o _hj.cu l. x 


74 


sativa] 




(Z15018) heat shock protein hsp82 [Oryza 




406357 




Qprr TP) 


LIB347 9-006-Q6-K1-G7 






RT.A^TX 




NCBI GI 


g5002521 




BLAST score 


222 




£j value 


5 0e-18 

* \J\5 XL? 




ria tun xciilji.ii 


79 










NCBI Description 


(AL078606) putative protein [Arabidopsis 


thaliana 




406358 

1 U U J JU 




Spct ID 


LIB3479-006-O6-K1-G8 




Mpthod 


BLASTX 




NCBI GI 


g225710 




BLAST score 


537 




"W Tr^a 1 no 
I_i vai. Lit; 






l*id.l,L-Xl xexiycxx 


1 07 




*5 XL}CXlLXL.y 


Q7 




NPRT np^fTiriti nn 


nliitplin fOrvza satival 




DSC] , LNO . 






OCv_[ > X U 


LTR347 9-006-O6-K1-G9 




l v IC L,I1UU 


DXIXT.O X IN 




NCBI GI 


g840704 




BLAST score 


95 




C T7" ^3 1 n ^ 

Hi VdlUc 


5.0e-4 6 




l v iclLOIl XCXiyL.Il 


207 






88 




NPRT Dpqpri T)i- "i nn 


Rice DNA for 26 kDa globulin, complete cds 


O C L_[ * in kj • 


406360 




Qan Tn 

* X !_/ 


LIB3479-006-Q6-K1-H1 






BLASTN 




NCBI GI 


g2062705 




BLAST score 


35 




I_j VclXLIt-: 


1.0e-10 




L v iaL.OXl xcxiyL.ii 


50 




Q. -i to T 4— t r 

•3 laenuity 


66 




fcbOX Xp LXUXX 


Human butyrophilin (BTF5) mRNA, complete 


cds 


oeq. LNO. 


406361 




OC^ • XL/ 


LIB3479-006-Q6-K1-H10 




Mp1~ Vinci 


BLASTX 




NCBI GI 


g2950395 




BLAST score 


571 




E value 


5.0e-59 




Match length 


126 




% identity 


88 




NCBI Description 


(AJ224847) oxidoreductase [Zea mays] 




Seq. No. 


406362 





52467 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3479-006-Q6-K1-H5 

BLASTX 

gl21477 

287 

3.0e-29 

74 

78 

GLUTELIN PRECURSOR >gi_82471_pir S05443 glutelin precursor 

(clone lambda-RG21) - rice >gi_20227_emb_CAA32566_ (X14393) 
preprolglutelin (AA -24 to 476) [Oryza sativa] 
>gi_226767_prf 1604474A glutelin [Oryza sativa] 



beg. no. 




beq. id 




Method 


BLASTN 


NCBI GI 


g21843 


BLAST score 


A O 


E value 


l . ue-14 


Match length 


72 


% identity 


yu 


NCBI Description 


Wheat PsbO mRNA tor ookuc 




photosystem II 


Seq* No. 


4 U boo4 


Seq. ID 


LIB3479-006-Q6-K1-H9 


Method 


BLASTX 


NCBI GI 


giy4 dodo 


BLAST score 


208 


E value 


4 . Oe-lo 


Match length 


loy 


% identity 


36 


NCBI Description 


(U93215) unknown protein 


Seq. No. 


A A f *D f c 

40DODO 


beq. id 




Method 


BLASTX 


NCBI GI 


g225710 


BLAST score 


903 


E value 


1.0e-97 


Match length 


186 


% identity 


92 


NCBI Description 


glutelin [Oryza sativa] 


Seq. No. 


406366 


Seq. ID 


LIB3479-007-Q6-K1-A12 


Method 


BLASTX 


NCBI GI 


g548671 


BLAST score 


513 


E value 


3.0e-52 


Match length 


117 


% identity 


80 


NCBI Description 


SEED ALLERGENIC PROTEIN : 



>gi_419801_pir S31082 seed allergen RAG2 - rice 

>gi_218201_dbjJBAA02000_ (D11434) allergenic protein [Oryza 
sativa] 



Seq. No. 



406367 



52468 





LIB3479-007-Q6-K1-A4 


Method 


£jJ_Ltt.O X LN 


NCBI GI 


g2306767 


BLAST score 


51 


ti value 


1 . UC X -7 


L v IcH_l_JU J_tJIiyL.il 


206 


IS XvafcillLX L. y 


86 


MPRT Dp«;r'T"i nt* "i on 


Triticum aestivum eIF-2 beta subunit mRNA, complete cds 


oeq. ino • 


406*368 




LIB3479-007-Q6-K1-A6 


Method 


JDJjriO 1 IN 


NCBI GI 


g303848 


BLAST score 


56 


Hj Value 


1 . UC L. ~J 


TiyT i +» /-i V~i T £iTi rt"i~ V* 

l v ia.L.Cfl -Lciiyuxi 


o *± 


T /"l 4~ n "J" T T 

-6 laenLiLy 


JO 




Rice mRNA for nucleoside diphosphate kinase, complete cds 


Oc(4» ViU • 


406369 




LIB3479-007-Q6-K1-B2 


Method 


rJJ_i.H.o 1 A. 


NCBI GI 


g4Ziyyx 


BLAST score 




E value 


4.0e-46 


Match length 


94 


^ laeriL-xuy 


i on 


jNUrix uescripuion 


1 d— ^ 1 rihs— rrl nrsn hranchina enzvme (EC 2*4. 1.18) sbel 


nrAnirqnr - rirp >ai 287404 dbi BAA01616 (D10838) 




1, 4-alpha-glucan branching enzyme [Oryza sativa] 


oeq. NO. 




q PfI TT) 

uCVj • -L J-/ 


LIB347 9-007-Q6-K1-B4 


Method 


BLASTX 


NCBI GI 


g266607 


BLAST score 


306 


E value 


2.0e-28 


Match length 


68 



% identity 

NCBI Description 



82 

NUCLEOSIDE DIPHOSPHATE KINASE II PRECURSOR (NDK II) (NDP 

KINASE II) >gi_282832_pir S28226 nucleoside-diphosphate 

kinase (EC 2.7.4.6) II - spinach >gi_218273_dbj_BAA02018_ 
(D11465) nucleoside diphosphate kinase II [Spinacia 
oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406371 

LIB3479-007-Q6-K1-B7 

BLASTX 

g2398679 

413 

3.0e-42 
97 
82 

(Y14797) 
synthase 



3-deoxy-D-arabino-heptulosonate 7 -phosphate 
[Morinda citrifolia] 



Seq. No. 



406372 



52469 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3479-007-Q6-K1-C10 
BLASTX 
g4126687 
833" 
1.0e-89 
159 
99 

(AB016501) 



glutelin [Oryza sativa] 



406373 

LIB3479-007-Q6-K1-C12 

BLASTX 

g!657621 

371 

2.0e-35 

114 

61 

(U72505) G6p [Arabidopsis thaliana] >gi_3068711 (AF049236) 
putative acyl-coA dehydrogenase [Arabidopsis thaliana] 
>gi_5478795_dbj_BAA82478.1_ (AB017643) Short-chain acyl CoA 
oxidase [Arabidopsis thaliana] 

406374 

LIB3479-007-Q6-K1-C4 

BLASTX 

g2275202 

457 

5.0e-48 

138 

67 

(AC002337) acyl-CoA synthetase isolog [Arabidopsis 
thaliana] 



Seq. No. 


406375 


Seq. ID 


LIB3479-007-Q6-K1-C5 


Method 


BLASTX 


NCBI GI 


g3252794 


BLAST score 


684 


E value 


3.0e-72 


Match length 


128 


% identity 


96 


NCBI Description 


(AB015615) isoamylase | 


Seq. No. 


406376 


Seq. ID 


LIB3479-007-Q6-K1-C6 


Method 


BLASTX 


NCBI GI 


gl001355 


BLAST score 


157 


E value 


9.0e-ll 


Match length 


75 


% identity 


44 


NCBI Description 


( D64 0 0 6 ) auxin-induced 


Seq. No. 


406377 


Seq. ID 


LIB347 9-007-Q6-K1-C7 


Method 


BLASTX 


NCBI GI 


g3913018 



52470 



€1 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396 

1.0e-38 

80 

100 

FRUCTOSE-BISPHOSPHATE ALDOLASE, 
(ALDP) >gi_218155_dbj_BAA02730_ 
aldolase [Oryza sativa] 



CHLOROPLAST PRECURSOR 
(D13513) chloroplastic 



406378 _ 

LIB3479-007-Q6-K1-C8 

BLASTX 

gl21477 

663 

9.0e-70 

122 

99 

GLUTELIN PRECURSOR >gi_82471_pir S05443 glutelin precursor 

(clone lambda-RG21) - rice >gi_20227_emb_CAA32566_ (X14393) 
preprolglutelin (AA -24 to 476) [Oryza sativa] 
>gi 226767_prf 1604474A glutelin [Oryza sativa] 



Seq. No. 


406o /y 


beq. ID 


T T"D"3 A 1 Ck — Ctdn £1 — V\ _ Pil 

liliio4 fy — UU /— yo~ SxJl — UL 


Metnoa 


"DT 7\ GTV 


NCBI GI 


g2190550 


BLAST score 


255 


E value 




Match length 


71 


% identity 


r ft 

69 


NCBI Description 


(ACUUizZyj hols go l4oo/o,gD JNo / oiz come ironi tins gene 




[Arabidopsis thaliana] 


Seq. No. 


406380 


Seq. ID 


LIB3479-007-Q6-K1-D11 


Method 


BLASTX 


NCBI GI 


g3258637 


BLAST score 


240 


E value 


3.0e-20 


Match length 


90 


% identity 


46 


NCBI Description 


(AF041050) 4-coumarate:CoA ligase [Populus tremuloides] 


Seq. No. 


406381 


Seq. ID 


LIB3479-007-Q6-K1-D2 


Method 


BLASTX 


NCBI GI 


g4417280 


BLAST score 


424 


E value 


1.0e-41 


Match length 


155 


% identity 


57 


NCBI Description 


(AC007019) putative ATP synthase [Arabidopsis thaliana] 


Seq. No. 


406382 


Seq. ID 


LIB3479-007-Q6-K1-D6 


Method 


BLASTX 


NCBI GI 


g3341511 


BLAST score 


209 
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T T7a 1 no 
Hi VClXLLe 


1 . Oe-16 




rid. L Oil XeiiyLIl 


44 




^> lUcIiLlLy 


ZS X 






(AJ231134) c 




oeq. no * 






q orr yn 


LIB3479-007- 




Li" tnuu 


BLASTX 




IM^DX V3X 


a951453 




BLAST score 


458 




E value 


8.0e-46 




rlaLLll Xeliy l-li 


115 




"5 -Lu.cIlL._L Ly 


/ .J 




1NL,BX jJeSCITipt. J.OI1 


\ L v l_?-J / *± Q ) Xil. 






Ct e o ' — L V LLLtL J 




beq. NO. 


4UDjOri 






T.TB3479-007- 


c 


Mo"t~l"iori 


BLASTX 






a3063444 






?48 

4.10 




E value 


5.0e-21 




Match length 


147 




15 l<_leiiL.X L.y 


44 


P 


1N^£5± UeSCITip U-LUll 


^ .tt.v_* yUJ Jul/ J 






>gi 41 y / JZDD 


:: 

ff% 




tiiiorcuOAiii 




beq. lmo* 


4UOJC3 J 




oeq. xjj 


JjIDJI / .7 U \J / 


Q 


Mp+" V") r\H 
11C UlllykJ. 


BLASTX 




NCBI GI 


g4895198 




BLAST score 


638 




E value 


1 . Uc Ou 




Match length 


IRK 




% identity 


/ o 






/arnn7fifii ^ ■ 

\ r^.N_- \j \j i \j\> x j 




beq. JNO. 






oeq . x u 


illDJl / _7 \J\J f 




ne l. jl 


BLASTX 




NCBI GI 


g5733873 




BLAST score 


217 




E value 


1.0e-17 




Match length 


112 




% identity 


41 




NCBI Description 


(AC007932) 



3.5 [Arabidopsis thaliana] 
^D35005.1_AF144387__1 (AF14- 
1 [Arabidopsis thaliana] 



Contains similarity to gb_AB023235 KIAA1018 
protein from Homo sapiens. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



406387 

LIB347 9-007-Q6-K1-E5 

BLASTX 

g72300 

427 

2.0e-42 

82 

100 



52472 



NCBI Description glutelin II precursor - rice >gi_218165_dbj_BAA004 62_ 
(D00584) prepro-glutelin [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406388 

LIB3479-007-Q6-K1-E6 

BLASTN 

g303848 

283 

1.0e-158 

328 

98 

Rice mRNA for nucleoside diphosphate kinase, complete cds 
406389 

LIB3479-007-Q6-K1-E7 

BLASTX 

g2662343 

678 

2.0e-71 

130 

100 

(D63581) EF-1 alpha [Oryza sativa] 
406390 

LIB3479-007-Q6-K1-F1 

BLASTX 

g4126693 

201 

3.0e-35 

98 

89 

(AB016504) prolamin [Oryza sativa] 
406391 

LIB3479-007-Q6-K1-F12 

BLASTX 

gl707986 

791 

1.0e-84 

155 

99 

GLUTELIN TYPE-A III PRECURSOR >gi_283003_pir S18745 

glutelin - rice >gi_20208_emb_CAA38211__ (X54313) glutelin 
[Oryza sativa] 

406392 

LIB3479-007-Q6-K1-F3 

BLASTX 

g544399 

482 

1.0e-48 

90 

100 

GLUTELIN TYPE-B 1 PRECURSOR >gi_82472_pir S04073 glutelin 

precursor (clone pREEKl) - rice >gi__100677_pir S17762 

glutelin gluB-1 precursor - rice >gi_20210_emb_CAA38212_ 
(X54314) glutelin [Oryza sativa] >gi_20223_emb_CAA32706_ 



52473 



(X14568) preglutelin [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406393 

LIB3479-007-Q6-K1-F5 

BLASTX 

g4105681 

444 

2.0e-44 

91 
42 

(AF04 9348) unknown [Oryza sativa] 
406394 

LIB3479-007-Q6-K1-F8 

BLASTX 

g6094049 

557 

2.0e-57 

111 

97 

60S RIBOSOMAL PROTEIN L30 >gi_2668750 (AF034949) ribosomal 
protein L30 [Zea mays] 

406395 

LIB3479-007-Q6-K1-F9 

BLASTN 

g20181 

66 

2.0e-28 

150 

89 

Rice cab2R gene for light harvesting chlorophyll 
a/b-binding protein 

406396 

LIB3479-007-Q6-K1-G12 

BLASTX 

g3924612 

431 

9.0e-43 

94 

89 

(AF069442) mitochondrial elongation factor Tu [Arabidopsis 
thaliana] >gi_4263511_gb_AAD15337_ (AC004044) mitochondrial 
elongation factor Tu [Arabidopsis thaliana] 

406397 

LIB3479-007-Q6-K1-G5 

BLASTN 

g5777612 

149 

4.0e-78 

290 

100 

Oryza sativa chromosome 4 BAC q3037-207Fl complete genome 



Seq. No. 



406398 



52474 



oeq . ±u 


LTB347 9-007-O6-K1-G8 


Method. 


DJjriij X A 


NCBI GI 


g225710 


BLAST score 


664 


Hj vaxue 


6. Oe-70 


Match length 


1 97 


-s laenniy 




INUDX LicbL-IipLlUii 


alutelin TOrvza satival 


beq. JMO . 






LIB347 9-007-O6-K1-H1 


ft.^ 4~ To 




bl 


rr91 QH1 ft7 


BLAST score 


165 


E value 


1.0e-ll 


Match length 


XU *i 


-6 laentiLy 


31 


NCBI Description 


{ V\6\A HQI \ m i /-* 1 o a t~ maf T"l v 




rn^nrn*! p^rotal 


beq. no. 


ft U 0*± UU 


Seq. ID 


LIB3479-007-Q6-K1-H5 


Method 


BLASTX 


NCBI GI 


g2208908 


BLAST score 


281 


E value 


3.0e-25 



(NMCP1) 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



72 
79 

(AB004809) 



phosphate transporter [Catharanthus roseus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406401 

LIB3479-007-Q6-K1-H8 

BLASTX 

g548660 

629 

1.0e-65 

134 
87 

SEED ALLERGENIC PROTEIN RA17 PRECURSOR 

>gi_100691_pir S21157 seed allergen RA17 - rice 

>gi_2130064_pir JC4887 allergenic protein - rice 

>gi_218195_dbj_BAA01997_ (D11431) allergenic protein [Oryza 
sativa] >gi_311893_emb_CAA4 6983_ (X66257) major allergenic 
protein (RAP) [Oryza sativa] 

406402 

LIB3479-007-Q6-K1-H9 

BLASTX 

gl21469 

778 

4.0e-83 

165 

92 

GLUTELIN TYPE I PRECURSOR (CLONE PREE 61) 

>gi_82474_pir S06350 glutelin type I precursor (clone 

pREE61) - rice >gi_20215_emb_CAA2914 9_ (X05661) glutelin 
[Oryza sativa] 



52475 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406403 

LIB3479-008-Q6-K1-A10 

BLASTX 

gl21476 

409 

1.0e-40 

118 

75 

GLUTELIN PRECURSOR >gi_82470_pir S07 640 glutelin precursor 

(clone 5b-l) - rice >gi_20232_emb_CAA33838_ (X15833) 
precursor (AA -24 to 475) [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406404 

LIB3479-008-Q6-K1-A11 

BLASTX 

gl21476 

711 

3.0e-75 

172 

81 

GLUTELIN PRECURSOR >gi_82470_pir S07640 glutelin precursor 

(clone 5b-l) - rice >gi_20232_emb_CAA33838_ (X15833) 
precursor (AA -24 to 475) [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406405 

LIB3479-008-Q6-K1-A4 

BLASTX 

g3135543 

219 

2.0e-18 

61 
69 

(AF062393) aquaporin [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406406 

LIB3479-008-Q6-K1-A6 

BLASTX 

gl279654 

271 

7.0e-24 

77 

68 

(X97351) peroxidase [Populus balsamif era subsp. 
trichocarpa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406407 

LIB3479-008-Q6-K1-A7 

BLASTX 

g3789954 

440 

8.0e-44 
82 
99 

(AF094776) 
sativa] 



chlorophyll a/b-binding protein precursor [Oryza 



52476 



D 

Seq. No. 406408 
Seq. ID LIB3479-008-Q6-K1-A9 
Method BLASTX 
NCBI GI g544399 
BLAST score 835 
E value 8.0e-90 
Match length 172 
% identity 91 

NCBI Description GLUTELIN TYPE-B 1 PRECURSOR >gi_82472_pir S04073 glutelin 

precursor (clone pREEKl) - rice >gi_100677_pir S17762 

glutelin gluB-1 precursor - rice >gi_20210_emb_CAA38212_ 
(X54314) glutelin [Oryza sativa] >gi_20223__emb_CAA32706_ 
(X14568) preglutelin [Oryza sativa] 



Seq. No. 


406409 


Seq. ID 


LIB3479-008-Q6-K1-B12 


Method 


BLASTX 


NCBI GI 


g3885892 


BLAST score 


430 


E value 


2.0e-42 


Match length 


84 


% identity 


98 


NCBI Description 


(AF093634) photo system- 1 F subunit precursor [Oryza : 


Seq. No. 


406410 


Seq. ID 


i LIB3479-008-Q6-K1-B3 


Method 


BLASTX 


NCBI GI 


gl336084 


BLAST score 


412 


E value 


1.0e-40 


Match length 


89 


% identity 


85 


NCBI Description 


(U56635) Arabidopsis thaliana glutamate dehydrogenase 



(GDH2) mRNA, complete cds . [Arabidopsis thaliana] 



Seq. No. 


406411 


Seq. ID 


LIB3479-008-Q6-K1-B6 


Method 


BLASTX 


NCBI GI 


gl632831 


BLAST score 


150 


E value 


6.0e-10 


Match length 


55 


% identity 


55 


NCBI Description 


(Z49698) orf [Ricinus communis] 


Seq. No. 


406412 


Seq. ID 


LIB3479-008-Q6-K1-B7 


Method 


BLASTX 


NCBI GI 


g4126695 


BLAST score 


187 


E value 


5.0e-14 


Match length 


91 


% identity 


48 


NCBI Description 


(AB016505) prolamin [Oryza sativa] 


Seq. No. 


406413 


Seq. ID 


LIB3479-008-Q6-K1-B8 




52477 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl21475 

544 

7.0e-56 

122 

87 

GLUTELIN TYPE II PRECURSOR >gi_100678_pir A34332 glutelin 

II precursor - rice >gi_20219_emb_CAA29151_ (X05663) 
glutelin [Oryza sativa] >gi_20221_emb_CAA29152_ (X05664) 
glutelin [Oryza sativa] >gi_20236_emb_CAA68683_ (Y00687) 
glutelin [Oryza sativa] >gi_556398 (M28158) glutelin [Oryza 
sativa] >gi_556399 (M28156) glutelin [Oryza sativa] 



Seq. No. 


406414 


Seq. ID 


LIB3479-008-Q6-K1-C10 


Method 


BLASTN 


NCBI GI 


g4096174 


BLAST score 


168 


E value 


2 . Oe-89 


Match length 


184 


% identity 


99 


NCBI Description 


Oryza sativa early embryogenes: 




complete cds 


Seq. No. 


406415 


Seq. ID 


LIB3479-008-Q6-K1-C11 


Method 


BLASTX 


NCBI GI 


g2760345 


BLAST score 


437 


E value 


1 . Oe-43 


Match length 


87 


% identity 


25 


NCBI Description 


(u8 4 9o7) uDiquitin [AraDiaopsi 


Seq. No. 


406416 


Seq. ID 


LIB3479-008-Q6-K1-C12 


Method 


BLASTX 


NCBI GI 


gl00680 


BLAST score 




E value 


5.0e-46 


Match length 


111 


% identity 


78 


NCBI Description 


glutelin 22 precursor - rice 


Seq. No. 


406417 


Seq. ID 


LIB3479-008-Q6-K1-C5 


Method 


BLASTX 


NCBI GI 


g4874301 


BLAST score 


164 


E value 


1.0e-ll 


Match length 


40 


% identity 


80 


NCBI Description 


(AC006053) proton-ATPase-like 




thaliana] 


Seq. No. 


406418 


. Seq. ID 


LIB3479-008-Q6-K1-D10 



mRNA, 



52478 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3132470 

195 

4.0e-15 

103 

39 

(AC003096) unknown protein [Arabidopsis thaliana] 
406419 

LIB3479-008-Q6-K1-D12 

BLASTX 

gl30946 

356 

1.0e-33 

130 

58 

10 KD PROLAMIN PRECURSOR >gi_82451jpir S08219 prolamin, 

10K, precursor - rice >gi_20296_emb_CAA34926_ (X17074) 
prolamin (AA 1-134) [Oryza sativa] >gi__20308_emb_CAA33301_ 
(X15231) 10 kD prolamin [Oryza sativa] 

>gi_551659_emb_CAA574 95_ (X81970) 10KD prolamin [Oryza 
sativa] >gi__556405 (L36604) prolamin [Oryza sativa] 
>gi_556407 (L36605) prolamin [Oryza sativa] 
>gi_226932_prf 1611458A prolamin lOkD [Oryza sativa] 



Seq. No. 


406420 


Seq. ID 


r Trio iiT n nno r\c vl riC 

LIBo4 / y-UUo-yb-i\l-Uo 


Method 


BLASTX 


NCBI GI 


g20217 


BLAST score 


769 


E value 


4.0e-82 


Match length 


158 


% identity 


92 


NCBI Description 


(X05662) glutelin [Oryza sativa] 


Seq. No. 


406421 


Seq. ID 


LIB3479-008-Q6-K1-E11 


Method 


BLASTX 


NCBI GI 


g231924 


BLAST score 


267 


E value 


2.0e-23 


Match length 


55 


% identity 


87 


NCBI Description 


CYTOCHROME CI, HEME PROTEIN PRECURSOR 


Seq. No. 


406422 


Seq. ID 


LIB3479-008-Q6-K1-E12 


Method 


BLASTX 


NCBI GI 


g225710 


BLAST score 


200 


E value 


4.0e-16 


Match length 


39 


% identity 


100 


NCBI Description 


glutelin [Oryza sativa] 


Seq. No. 


406423 


Seq. ID 


LIB3479-008-Q6-K1-E2 



52479 



# # 

Method BLASTX 
NCBI GI g548770 
BLAST score 309 
E value 1.0e-28 
Match length 59 
% identity 97 

NCBI Description 60S RIBOSOMAL PROTEIN L3 >gi_481228_pir S38359 ribosomal 

protein L3 - rice >gi_303853_dbj_BAA02155__ (D12630) 
ribosomal protein L3 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406424 

LIB347 9-008-Q6-K1-E5 

BLASTX 

gl21477 

481 

1.0e-48 

102 

89 

GLUTELIN PRECURSOR >gi_82471__pir S05443 glutelin precursor 

(clone lambda-RG21) - rice >gi_20227__emb__CAA32566_ (X14393) 
preprolglutelin (AA -24 to 476) [Oryza sativa] 
>gi_2267 67_prf 1604474A glutelin [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406425 

LIB3479-008-Q6-K1-E6 

BLASTX 

gl21476 

625 

3.0e-65 

156 

79 

GLUTELIN PRECURSOR >gi_82470_pir S07640 glutelin precursor 

(clone 5b-l) - rice >gi_20232_emb_CAA33838_ (X15833) 
precursor (AA -24 to 475) [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406426 

LIB3479-008-Q6-K1-E7 

BLASTX 

g629646 

534 

9.0e-55 

116 

90 

phosphorylase (EC 2.4. 
precursor - fava bean 



1.1) alpha-1,4 glucan, L isoform 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406427 

LIB3479-008-Q6-K1-F1 

BLASTN 

g21843 

43 

4.0e-15 

73 
90 

Wheat PsbO mRNA for 33kDa oxygen evolving protein of 
photosystem II 



52480 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406428 

LIB3479-008-Q6-K1-F10 

BLASTX 

g544399 

410 

2.0e-40 

79 

96 

GLUTELIN TYPE-B 1 PRECURSOR >gi_82472_pir S04073 glutelin 

precursor (clone pREEKl } - rice >gi_100677_pir S17762 

glutelin gluB-1 precursor - rice >gi_20210__emb_CAA38212_ 
(X54314) glutelin [Oryza sativa] >gi_20223_emb_CAA32706_ 
(X14568) preglutelin [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406429 

LIB3479-008-Q6-K1-F11 

BLASTX 

g544400 

207 

1.0e-16 

39 
100 

GLUTELIN TYPE-B 2 PRECURSOR >gi_100676_pir S17763 glutelin 

gluB-2 precursor - rice >gi_20212_emb_CAA38110_ (X54192) 
glutelin [Oryza sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406430 

LIB3479-008-Q6-K1-F3 

BLASTN 

g3821780 

36 

6.0e-ll 

36 

100 

Xenopus laevis cDNA clone 27A6-1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406431 

LIB3479-008-Q6-K1-F4 

BLASTX 

gll5787 

229 

4.0e-19 

66 

77 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 

(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 

[Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



406432 

LIB3479-008-Q6-K1-F5 

BLASTX 

g3643608 

158 

8.0e-ll 

94 . 



52481 



%. identity 

NCBI Description 



38 

(AC005395) hypothetical protein [Arabidopsis thaliana] 
>gi_4874312_gb__AAD31374.1_AC006053_16 (AC006053) 
hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406433 

LIB3479-008-Q6-K1-F7 

BLASTN 

g2773153 

266 

1.0e-148 

270 
100 

Oryza sativa abscisic acid- and stress-inducible protein 
(Asrl) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406434 

LIB347 9-008-Q6-K1-F8 

BLASTX 

g4126691 

208 

4.0e-19 

77 
73 

(AB016503) prolamin [Oryza sativa] 



Seq. No. 


406435 


Seq. ID 


LIB3479-008-Q6-K1-F9 


Method 


BLASTX. 


NCBI GI 


g3850999 


BLAST score 


138 


E value 


9.0e-09 


Match length 


35 


% identity 


83 


NCBI Description 


(AF069908) pyruvate dehydrogenas 




[Zea mays] 


Seq. No. 


406436 


Seq. ID 


LIB3479-008-Q6-K1-G1 


Method 


BLASTX 


NCBI GI 


g20217 


BLAST score 


739 


E value 


1.0e-78 


Match length 


154 


%. identity 


93 


NCBI Description 


(X05662) glutelin [Oryza sativa] 


Seq. No. 


406437 


Seq. ID 


LIB3479-008-Q6-K1-G10 


Method 


BLASTX 


NCBI GI 


g4558673 


BLAST score 


281 


E value 


4.0e-25 


Match length 


76 


% identity 


63 


NCBI Description 


(AC007063) hypothetical protein 
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hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406438 

LIB3479-008-Q6-K1-G12 

BLASTN 

g4959460 

35 

5.0e-10 

35 
100 

Zea mays RACB small GTP binding protein mRNA, complete cds 
406439 

LIB3479-008-Q6-K1-G2 

BLASTX 

g3126854 

787 

3.0e-84 
150 

99 • i 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 

406440 

LIB3479-008-Q6-K1-G4 

BLASTX 

gl21477 

402 

1.0e-39 

74 
100 

GLUTELIN PRECURSOR >gi_8247 l_pir S05443 glutelin precursor 

(clone lambda-RG21) - rice >gi__20227_emb_CAA32566_ (X14393) 
preprolglutelin (AA -24 to 476) [Oryza sativa] 
>gi_226767_prf 1604474A glutelin [Oryza sativa] 

406441 

LIB3479-008-Q6-K1-G7 

BLASTN 

g4574138 

83 

4.0e-39 
101 
94 

Oryza sativa cysteine synthase (rcs3) 



mRNA, complete cds 



406442 

LIB3479-008-Q6-K1-G8 

BLASTX 

g544399 

493 

5.0e-50 

99 

94 

GLUTELIN TYPE-B 1 PRECURSOR >gi_82472_pir S04073 glutelin 

precursor (clone pREEKl) - rice >gi_10Q677_pir S177 62 

glutelin gluB-1 precursor - rice >gi_20210_emb_CAA38212___ 
(X54314) glutelin [Oryza sativa] >gi_20223_emb_CAA327 06__ 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(X14568) preglutelin [Oryza sativa] 
406443 

LIB3479-008-Q6-K1-G9 

BLASTX 

g6056428 

182 

1.0e-13 

79 
49 

(AC009525) Very similar to cellulose synthase catalytic 
subunit [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406444 

LIB3479-008-Q6-K1-H10 

BLASTX 

g20217 

376 

3.0e-36 

121 

64 

(X05662) glutelin [Oryza sativa] 
406445 

LIB3479-008-Q6-K1-H12 

BLASTX 

g544399 

459 

7.0e-46 
103 
8 6 

GLUTELIN TYPE-B 1 PRECURSOR >gi_82472_pir S04073 glutelin 

precursor (clone pREEKl) - rice >gi_100677_pir S17762 

glutelin gluB-1 precursor - rice >gi_20210_emb_CAA38212__ 

(X54314) glutelin [Oryza sativa] >gi_20223_emb_CAA32706_ 

(X14568) preglutelin [Oryza sativa] 

406446 

LIB3479-008-Q6-K1-H3 

BLASTX 

g730456 

580 

5*0e-60 

117 

95 

40S RIBOSOMAL PROTEIN S19 
406447 

LIB3479-008-Q6-K1-H6 

BLASTX 

g283007 

273 

6.0e-24 

116 

52 

14K prolamin precursor - rice >gi_20306__emb_CAA43295__ 
(X60979) prolamin [Oryza sativa] 
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# 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406448 

LIB3479-008-Q6-K1-H7 

BLASTX 

g3182921 

156 

6.0e-ll 

29 
100 

ASPARAGINE SYNTHETASE [GLUTAMINE-HYDROLYZING] 
(GLUTAMINE-DEPENDENT ASPARAGINE SYNTHETASE) >gi_1432054 
(U55873) asparagine synthetase [Oryza sativa] 
>gi_1902992_dbj_BAA18951__ (D83378) asparagine synthetase 
[Oryza sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E valiae 

Match length 

% identity 

NCBI Description 



406449 

LIB3479-008-Q6-K1-H8 

BLASTX 

gll5787 

435 

4.0e-43 

104 

85 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406450 

LIB3479-008-Q6-K1-H9 

BLASTX 

gl421751 

162 

5.0e-ll 

36 
86 

(U60592) putative ORF; 
SAMdC [Pisum sativum] 



conserved in 5 T leaders of plant 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406451 

LIB3479-009-Q6-K1-A10 

BLASTX 

g3242705 

780 

2.0e-83 

171 

85 

(AC003040) putative nicotinate phosphoribosyltransf erase 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



406452 

LIB3479-009-Q6-K1-A11 

BLASTX 

g3808101 

536 

6.0e-55 
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Match length 117 

% identity 92 

NCBI Description (AJ012165) chloroplast protease [Capsicum annuum] 

Seq. No. 406453 

Seq. ID LIB3479-009-Q6-K1-A12 

Method BLASTX 

NCBI GI g3775993 

BLAST score 234 

E value 2.0e-27 

Match length 74 

% identity 89 

NCBI Description (AJ010460) RNA helicase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406454 

LIB347 9-009-Q6-K1-A3 

BLASTX 

g2493147 

232 

1.0e-19 

50 

94 

VACUOLAR ATP SYNTHASE 16 KD PROTEOLIPID SUBUNIT >gi_857574 
(U27098) H+-ATPase [Oryza sativa] 



Seq. No. 


406455 


Seq. ID 


LIB3479-009-Q6-K1-A6 


Method 


BLASTX 


NCBI GI 


g4107276 


BLAST score 


737 


E value 


3.0e-78 


Match length 


172 


% identity 


74 


NCBI Description 


(X98506) acetyl-CoA 


Seq. No. 


406456 


Seq. ID 


LIB3479-009-Q6-K1-B1 


Method 


BLASTX 


NCBI GI 


g2493046 


BLAST score 


192 


E value 


4.0e-15 


Match length 


46 


% identity 


78 


NCBI Description 


ATP SYNTHASE DELTA 1 



>gi_82297_pir A41740 H+-transportmg ATP synthase 

3.6.1.34) delta' chain precursor - sweet potato 
>gi_217938_dbj_BAA01511__ (D10660) mitochondrial Fl-ATPase 
delta subunit [Ipomoea batatas] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



406457 

LIB3479-009-Q6-K1-B10 

BLASTN 

g786177 

142 

5.0e-74 

142 

100 
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NCBI Description Rice DNA for aldolase C-l, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406458 

LIB3479-009-Q6-K1-B4 

BLASTN 

g2062705 

37 

2.0e-ll 

37 

100 

Human butyrophilin (BTF5) mRNA, complete cds 
406459 

LIB347 9-009-Q6-K1-B6 

BLASTN 

g3821780 

36 

1.0e-10 

36 

100 

Xenopus laevis cDNA clone 27A6-1 
406460 

LIB3479-009-Q6-K1-B9 

BLASTX 

g296129 

298 

4.0e-27 
93 
68 

(X65064) 
(D63901) 



prolamin [Oryza sativa] >gi_971122_dbj_BAA09940_ 
13kDa prolamin [Oryza sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406461 

LIB3479-009-Q6-K1-C11 

BLASTX 

g3135265 

229 

7.0e-19 

48 

83 

(AC003058) unknown protein [Arabidopsis thaliana] 
406462 

LIB3479-009-Q6-K1-C2 

BLASTX 

g266944 

470 

2,0e-47 
90 

60S RIBOSOMAL PROTEIN L2 (L8) (RIBOSOMAL PROTEIN TL2) 

>gi 71078_pir R5TOL8 ribosomal protein L8, cytosolic - 

tomato >gi_19343_emb_CAA45863_ (X64562) ribosomal protein 
L2 [Lycopersicon esculentum] 



Seq. No. 



406463 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3479-009-Q6-K1-C5 

BLASTX 

g3370780 

624 

4.0e-65 
146 
82 

(AB016497) 



chitinase [Oryza sativa] 



406464 " 

LIB3479-009-Q6-K1-C7 

BLASTX 

gl30946 

150 

3.0e-10 

55 

56 

10 KD PROLAMIN PRECURSOR >gi_82451_pir S08219 prolamin, 

10K, precursor - rice >gi_20296_emb_CAA34926_ (X17074) 
prolamin (AA 1-134) [Oryza sativa] >gi_20308__erab_CAA33301_ 
(X15231) 10 kD prolamin [Oryza sativa] 

>gi_551659_emb_CAA57495_ (X81970) 10KD prolamin [Oryza 
sativa] >gi_556405 (L36604) prolamin [Oryza sativa] 
>gi_556407 (L36605) prolamin [Oryza sativa] 
>gi 226932_prf 1611458A prolamin lOkD [Oryza sativa] 



Seq. No. 


406465 


Seq. ID 


LIB3479-009- 


Method 


BLASTX 


NCBI GI 


g3169719 


BLAST score 


418 


E value 


6.0e-41 


Match length 


107 


% identity 


72 


NCBI Description 


(AF007109) ! 


Seq. No. 


406466 


Seq. ID 


LIB3479-009- 


Method 


BLASTX 


NCBI GI 


g320618 


BLAST score 


799 


E value 


2.0e-85 


Match length 


169 


% identity 


91 


NCBI Description 


chlorophyll 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



b-bmding protein I precursor - rice 
>gi_218172_dbj__BAA00536_ (D00641) type I light -harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611j?rf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

406467 

LIB3479-009-Q6-K1-D6 

BLASTX 

gll74853 

598 

4.0e-62 
123 
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% identity 86 

NCBI Description UBIQUI TIN- CONJUGATING ENZYME E2-18 KD (UBIQUITIN-PROTEIN 
LI GAS E) (UBIQUITIN CARRIER PROTEIN) (PM42) 

>gi 481811_pir S39483 ubiquitin-conjugating enzyme UBC2-1 

- Arabidopsis thaliana >gi_22658_emb_CAA48378_ (X68306) 
ubiquitin-conjugating enzyme [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406468 

LIB3479-009-Q6-K1-D7 

BLASTX 

g2130065 

526 

1.0e-53 

149 
72 

alpha-globulin precursor - rice >gi_1783206_dbj__BAA09308_ 
(D50643) 26 kDa globulin [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406469 

LIB3479-009-Q6-K1-D8 

BLASTX 

g5231113 

515 

2.0e-52 

151 

66 

(AF141202) EIN2 [Arabidopsis thaliana] 
>gi_5231115_gb_AAD41077.1_AF141203_l (AF141203) EIN2 
[Arabidopsis thaliana] 



Seq. No. 


406470 


Seq. ID 


LIB3479-009-Q6-K1-E2 


Method 


BLASTX 


NCBI GI 


g4126691 


BLAST score 


266 


E value 


2.0e-23 


Match length 


82 


% identity 


66 


NCBI Description 


(AB016503) prolamin 


Seq. No. 


406471 


Seq. ID 


LIB3479-009-Q6-K1-E3 


Method 


BLASTX 


NCBI GI 


g543632 


BLAST score 


331 


E value 


8.0e-31 


Match length • 


65 


% identity 


94 


NCBI Description 


aldehyde reductase (: 



1.1.1.21), NADPH-dependent - 



protein [Bromus inermis] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



406472 

LIB3479-009-Q6-K1-E5 

BLASTX 

g320618 

604 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



9.0e-63 

134 
86 

chlorophyll a/b-binding protein I precursor - rice 
>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

406473 

LIB3479-009-Q6-K1-E6 

BLASTN 

g6015437 

38 

4.0e-12 

38 

100 

Homo sapiens PEX1 mRNA, complete cds 
406474 

LIB3479-009-Q6-K1-E7 

BLASTX 

g3135959 

633 

4.0e-66 

127 
88 

(AJ006099) wheatwin2 [Triticum aestivum] 
406475 

LIB3479-009-Q6-K1-F1 

BLASTX 

g2130065 

200 

6.0e-16 

61 

69 

alpha-globulin precursor - rice >gi_1783206_dbj_BAA09308_ 
(D50643) 26 kDa globulin [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score % 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



406476 

LIB3479-009-Q6-K1-F10 

BLASTX 

g399942 

841 

2.0e-90 

176 

93 

CHLOROPLAST STROMA 70 KD HEAT SHOCK- RELATED PROTEIN 

PRECURSOR >gi_421881_pir S32818 heat shock protein, 70K, 

chloroplast - garden pea >gi_169023 (L03299) 70 kDa heat 
shock protein [Pisum sativum] >gi_871515_emb__CAA49147_ 
(X69213) Psst70 (stress 70 protein) [Pisum sativum] 

406477 

LIB3479-009-Q6-K1-F11 
BLASTX 



52490 



g464988 
190 

7.0e-15 

40 

90 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 11 (UBIQUITIN-PROTEIN 
LIGASE 11) (UBIQUITIN CARRIER PROTEIN 11) 

>gi_421856_pir S32673 ubiquitin — protein ligase (EC 

6.372.19) UBC11 - Arabidopsis thaliana (fragment) 
>gi_297880_emb_CAA78716_ (Z14992) ubiquitin conjugating 
enzyme [Arabidopsis thaliana] >gi_349215 (L00641) ubiquitin 
conjugating enzyme [Arabidopsis thaliana] 

406478 

LIB3479-009-Q6-K1-F3 

BLASTX 

gl21475 

483 

2.0e-57 

141 

84 

GLUTELIN TYPE II PRECURSOR >gi_100678_pir A34332 glutelin 

II precursor - rice >gi_20219_emb_CAA29151_ (X05663) 
glutelin [Oryza sativa] >gi_20221_emb_CAA29152_ (X05664) 
glutelin [Oryza sativa] >gi_20236_emb_CAA68683_ (Y00687) 
glutelin [Oryza sativa] >gi_556398 (M28158) glutelin [Oryza 
sativa] >gi_556399 (M28156) glutelin [Oryza sativa] 



Seq. No. 406479 

Seq. ID LIB3479-009-Q6-K1-F6 

Method BLASTX 

NCBI GI g3894193 

BLAST score 178 

E value 8.0e-13 

Match length 97 

% identity 37 

NCBI Description (AC005662) putative strictosidine synthase [Arabidopsis 
thaliana] 

Seq. No. 406480 

Seq. ID LIB3479-009-Q6-K1-F7 

Method BLASTX 

NCBI GI g20217 

BLAST score 494 

E value 4.0e-50 

Match length 105 

% identity 88 

NCBI Description (X05662) glutelin [Oryza sativa] 

Seq. No. 406481 

Seq. ID LIB3479-009-Q6-K1-F8 

Method BLASTX 

NCBI GI g4249382 

BLAST score 450 

E value 7.0e-45 

Match length 120 

% identity 64 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC005966) Strong similarity to giJ3337350 E13P17.3 
putative permease from Arabidopsis thaliana BAC 
gb_AC004481. [Arabidopsis thaliana] 

406482 

LIB3479-009-Q6-K1-F9 

BLASTX 

g399942 

757 

1.0e-80 

186 

80 

CHLOROPLAST STROMA 70 KD HEAT SHOCK- RELATED PROTEIN 

PRECURSOR >gi_421881_pir S32818 heat shock protein, 70K, 

chloroplast - garden pea >gi_169023 (L03299) 70 kDa heat 
shock protein [Pisum sativum] >gi_871515_emb_CAA49147_ 
(X69213) Psst70 {stress 70 protein) [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406483 

LIB3479-009-Q6-K1-G11 

BLASTX 

g584706 

384 

2.0e-37 

80 

94 

ASPARTATE AMINOTRANSFERASE, CYTOPLASMIC (TRANSAMINASE A) 

>gi_2130066_pir JC5124 aspartate transaminase (EC 

2.6.1.1), cytoplasmic - rice >gi_287298_dbj_BAA03504_ 
(D14673) aspartate aminotransferase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406484 

LIB3479-009-Q6-K1-G2 

BLASTN 

g2286112 

54 

7.0e-22 

54 

100 

Oryza sativa MADS box protein 



(OsMADS8) mRNA, complete cds 



406485 

LIB3479-009-Q6-K1-G3 

BLASTX 

gl498053 

196 

2.0e-15 

45 

84 

(U64436) ribosomal protein S8 [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



406486 

LIB3479-009-Q6-K1-G7 

BLASTX 

g544399 

533 

2.0e-54 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143 
73 

GLUTELIN TYPE-B 1 PRECURSOR >gi_82472_pir S04073 glutelin 

precursor (clone pREEKl) - rice >gi__100677_pir S17762 

glutelin gluB-1 precursor - rice >gi_20210_emb_CAA38212_ 

(X54314) glutelin [Oryza sativa] >gi_20223_emb_CAA32706_ 

(X14568) preglutelin [Oryza sativa] 

406487 

LIB3479-009-Q6-K1-H11 

BLASTX 

g3294469 

574 

2.0e-59 

133 

85 

(U89342) phosphoglucomutase 2 [Zea mays] 
406488 

LIB3479-009-Q6-K1-H2 

BLASTX 

g3420055 

342 

5.0e-32 

86 

78 

(AC004 680) cyclophilin [Arabidopsis thaliana] 
406489 

LIB3479-009-Q6-K1-H3 

BLASTX 

g2130065 

512 

5.0e-52 

97 

100 

alpha-globulin precursor - rice >gi_1783206_dbj_BAA09308_ 
(D50643) 26 kDa globulin [Oryza sativa] 

406490 

LIB3479-009-Q6-K1-H6 

BLASTX 

g5734636 

255 

8.0e-22 

66 

64 

(AP000391) Similar to putative lipase (AC006232) [Oryza 
sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



406491 

LIB3479-010-Q6-K1-A1 

BLASTX 

g4836883 

253 

9.0e-22 
93 
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% identity 48 

NCBI Description (AC007260) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

406492 

LIB3479-010-Q6-K1-A11 
BLASTX 
gl21477 
301 

4.0e-55 

120 
95 

GLUT EL IN PRECURSOR >gi_82471_pir S05443 glutelin precursor 

(clone lambda-RG21) - rice >gi_20227_emb_CAA32566_ (X14393) 
preprolglutelin (AA -24 to 476) [Oryza sativa] 
>gi_226767_prf 1604474A glutelin [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 


4uo4 9o 


Seq. ID 


LiLoJQ I .7 U ±U yu i\± ri-J 


Method 


BLASTX 


NCBI GI 


g41zobyo 


BLAST score 




E value 


2.0e-33 


Match length 


IOC 


% identity 


59 


NCBI Description 


(AB016504) prolamin [Oryza sativa] 


Seq. No. 


406494 


Seq. ID 


LIB3479-010-Q6-K1-A4 


Method 


BLASTX 


NCBI GI 


g2801803 


BLAST score 


478 


E value 


3.0e-48 


Match length 


92 


% identity 


99 


NCBI Description 


(AF042489) germin-like protein 16 [Oryza sativa] 


Seq. No. 


406495 


Seq. ID 


LIB3479-010-Q6-K1-A5 


Method 


BLASTX 


NCBI GI 


g585338 


BLAST score 


681 


E value 


6.0e-72 


Match length 


132 


% identity 


99 


NCBI Description 


ADENYLATE KINASE B (ATP -AMP TRANS PHOSPHORYLASE) 



>gi_391879_dbj_BAA01181_ (D10335) adenylate kinase-b [Oryza 
sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



406496 

LIB3479-010-Q6-K1-A7 

BLASTX 

g544400 

676 

3.0e-71 

144 

89 



52494 



NCBI Description GLUTELIN TYPE-B 2 PRECURSOR >gi_10067 6_pir_S177 63 glutelin 
gluB-2 precursor - rice >gi_20212_emb_CAA38110_ (X54192) 
glutelin [Oryza sativa] 



Seq. No. 406497 

Seq. ID LIB3479-010-Q6-K1-B1 

Method BLASTX 

NCBI GI g20217 

BLAST score 503 

E value 3.0e-51 

Match length 107 

% identity 92 

NCBI Description (X05662) glutelin [Oryza sativa] 

Seq. No. 406498 

Seq. ID LIB3479-010-Q6-K1-B3 

Method BLASTX 

NCBI GI g4263776 

BLAST score 156 

E value 3.0e-10 

Match length 75 

% identity 49 , 

NCBI Description (AC006068) unknown protein [Arabidopsis thaliana] 

>gi_4510390_gb_AAD21478.1_ (AC007017) unknown protein 
[Arabidopsis thaliana] 

406499 

LIB3479-010-Q6-K1-C10 
BLASTX 
g4206209 
168 

3.0e-12 
44 
66 

(AF071527) putative glucan synthase component [Arabidopsis 
thaliana] >gi_4263042__gb_AAD15311_ (AC005142) putative 
glucan synthase component [Arabidopsis thaliana] 

Seq. No. 406500 

Seq. ID LIB3479-010-Q6-K1-C4 

Method BLASTN 

NCBI GI g341034 

BLAST score 214 

E value 1.0e-117 

Match length 236 

% identity 97 

NCBI Description Oryza sativa (clone LProl4a) seed prolamine 7 gene, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 406501 

Seq. ID LIB3479-010-Q6-K1-D10 

Method BLASTX 

NCBI GI gl00681 

BLAST score 230 

E value 1.0e-19 

Match length 4 9 

% identity 92 

52495 



NCBI Description glutelin 3 precursor - rice 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% -identity 

NCBI Description 



406502 

LIB3479-010-Q6-K1-D11 

BLASTX 

g4107003 

702 

2.0e-74 

135 
99 

(D82036) OSK5 [Oryza sativa] >gi_4107007_dbj_BAA36297_ 
(D82038) OSK3 [Oryza sativa] 



Seq. No. 


406503 


Seq. ID 


LIB3479-010-Q6-K1-D3 


Method 




NCBI GI 


gl.3 /UoUz 


BLAST score 


A O 

4o 


E value 


a n ^ i o 
4 ♦ Ue-lo 


Match length 


92 


% identity 


88 


NCBI Description 


Z.mays mRNA for annexin p35 


Seq. No. 


406504 


Seq. ID 


LIB3479-010-Q6-K1-D5 


Method 


BLASTX 


NCBI GI 


g4126687 


BLAST score 


437 


E value 


1 . 0e-43 


Match length 


88 


% identity 


94 


NCBI Description 


(ABulooUl) glutelxn LOryza ; 


Seq. No. 


406505 


Seq. ID 


LIB3479-010-Q6-K1-D6 


Method 


BLASTX 


NCBI GI 


g4126687 


BLAST score 


234 


E value 


l . ue - iU 


Match length 


53 


% identity 


98 


NCBI Description 


(AB016501) glutelin [Oryza ; 


Seq. No. 


406506 


Seq. ID 


LIB3479-010-Q6-K1-E1 


Method 


BLASTX 


NCBI GI 


g5541681 


BLAST score 


231 


E value 


4.0e-19 


Match length 


117 


% identity 


49 


NCBI Description 


(AL096859) putative protein 


Seq. No. 


406507 


Seq. ID 


LIB3479-010-Q6-K1-E12 


Method 


BLASTX 


NCBI GI 


g544400 



52496 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



368 

2.0e-35 

77 

92 

GLUTELIN TYPE-B 2 PRECURSOR >gi_100676_pir S17763 glutelin 

gluB-2 precursor - rice >gi_20212_emb_CAA38110_ (X54192) 
glutelin [Oryza sativa] 

406508 

LIB3479-010-Q6-K1-E7 

BLASTX 

g3914603 

370 

1.0e-35 

84 

83 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE, 
CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) >gi_1778414 
(U74321) ribulose-l 7 5-bisphosphate carboxylase/oxygenase 
activase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406509 

LIB347 9-010-Q6-K1-F10 

BLASTX 

g2959767 

330 

5.0e-31 

91 

68 

(AJ002584) AtMRP4 [Arabidopsis thaliana] >gi_3738292 
(AC005309) glut a thione-con jugate transporter At MRP 4 
[Arabidopsis thaliana] 

406510 

LIB3479-010-Q6-K1-F2 

BLASTX 

g4138581 

189 

3.0e-14 

94 

46 

(X98474) mitochondrial energy transfer protein [Solanum 
tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



406511 

LIB347 9-010-Q6-K1-F5 

BLASTX 

g4512703 

176 

9.0e-13 

53 

60 

(AC006569) unknown protein [Arabidopsis thaliana] 
406512 

LIB3479-010-Q6-K1-G10 
BLAST N 



52497 



II 



NCBI GI 

BLAST score 

E value 

Match length * 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g20181 
136 

1.0e-70 

169 

95 

Rice cab2R gene for light harvesting chlorophyll 
a/b-binding protein 

406513 

LIB3479-010-Q6-K1-G11 

BLASTX 

g556401 

352 

2.0e-33 
101 

71 4 

(M28159) glutelin [Oryza sativa] 
406514 

LIB3479-010-Q6-K1-G2 

BLASTX 

g5295980 

369 

3.0e-35 

73 

99 

(AB003323) MADS box-like protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406515 

LIB3479-010-Q6-K1-G3 

BLASTX 

g4467134 

519 

5.0e-53 

118 

82 

(AL035540) 
thaliana] 



protein kinase like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



406516 

LIB3479-010-Q6-K1-G4 

BLASTX 

g2130069 

754 

2.0e-80 

137 

99 

catalase (EC 1.11.1.6) catA - rice 
>gi_1261858_dbj__BAA06232_ (D29966) 

406517 

LIB3479-010-Q6-K1-G5 

BLASTX 

g4126691 

394 

4.0e-38 
155 



catalase [Oryza sativa] 



52498 



% identity 


R A 
04 


jn^dj. uescripu j-uii 




beq. No. 


4 t/t> 310 


Oar, t n 
beq. iiJ 


Jj±DOrl / J U1U SiO ^--L VJ-7 


Method 




NCBI GI 


g4559368 


BLAST score 


148 


E value 




Match lengtn 


A Q 

4 y 


-6 identity 


r q 

:>y 


nldI Description 




Seq. No. 


/ r* /: c i a 


oeq. iu 


T TR?47Q-D1 0-Ofi-Kl -H? 

IilDJI / .7 U1U Si^ Lv.L il 


Mennoa 


DT 7Y<3TY 
DLxMO 1 A 


NCBI GI 


g4 / /ZoZ 


BLAST score 




E value 


9.0e-49 


Match length 


101 


% identity 


Q R 

yo 


NCBI Description 


starcn orancmng enzynie lsororm kdjio noe 




>gi ^ joUoz clD^ JdAAUo/Jo (jJiD^ui j orancmng 




precursor L^ryza saLivaj 


Seq. No. 


A a r c O f\ 


Seq. ID 


Jjlbo4 / y— U1U— y O M «J 


Method 


BLASTN 


NCBI GI 


g20220 


BLAST score 


70 


E value 


o . ue— ol 


Match lengtn 


o c 


% identity 


r\ A 


NCtsi Description 




Seq. No. 


A nCROI 

4Uooz± 


beq. ID 


Jjxo04 / y U.LU jx± no 


Method 


rSLiiio iA 


NCBI GI 


g4887022 


BLAST score 


266 


E value 


o . ue - z j 


Match length 


R Q 


% identity 


O A 

o4 


NCBI Description 




Seq. No. 


A A c c 0 0 


Seq. ID 


JjlrSj4 /y-UlU yD M no 


Method 


hsliAblA 


NCBI GI 


g5733874 


BLAST score 


257 


E value 




lxiaucn leny l.u 


XX 0 


% identity 


44 


NCBI Description 


(AC007932) F11A17.8 [Arabidopsis thaliana] 


Seq. No. 


406523 


Seq. ID 


LIB3479-010-Q6-K1-H9 



52499 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2801803 

293 

1.0e-26 

62 
90 

(AF042489) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
"Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



germin-like protein 16 [Oryza sativa] 



406524 

LIB3479-011-Q6-K1-A1 

BLASTX 

g4836883 

348 

1.0e-32 

156 

39 

(AC007260) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

406525 

LIB3479-011-Q6-K1-A10 

BLASTX 

gl21475 

634 

5.0e-69 

153 
90 

GLUTELIN TYPE II PRECURSOR >gi_100678_pir A34332 glutelin 

II precursor - rice >gi_20219_emb_CAA29151_ (X05663) 
glutelin [Oryza sativa] >gi_20221_emb_CAA29152_ (X05664) 
glutelin [Oryza sativa] >gi_20236_emb_CAA68683_ (Y00687) 
glutelin [Oryza sativa] >gi_556398 (M28158) glutelin [Oryza 
sativa] >gi_556399 (M28156) glutelin [Oryza sativa] 

406526 

LIB3479-011-Q6-K1-A5 

BLASTX 

g2245138 

336 

7.0e-32 

77 

81 

(Z97344) hypothetical protein [Arabidopsis thaliana] 
406527 

LIB3479-011-Q6-K1-A6 

BLASTX 

g6016872 

292 

1.0e-26 

114 

63 

(AP000570) EST AU058127 (S5254) corresponds to a region of 
the predicted gene.; Similar to dynein light chain 1, 
cytoplasmic. (Q24117) [Oryza sativa] 



Seq. No. 



406528 



52500 



• 





LIB3479-011-O6-K1-A8 




RLASTX 


NORT GI 


g5579408 


BLAST score 


486 


E value 


6.0e-49 




1 Sfi 

1JO 






LNL-DX UcbCIipi — LUI1 


( 64 4 *34 ^ nni"fl1"i vp Hi arvl rrl vrprt! 

^ riJZ lull J 1 ! 1 uuLuLX v^i j_ y ±yx^VrfCx<. 






oeq. ino . 




DSlJ ■ XJJ 


T.TR^479-011-06-K1-B1 


Method. 


XJJ_LfitD 1 /\ 


NCBI GI 


gl21473 


BLAST score 


700 


TP tt a 1 no 

Hi value 


4 Op-74 


TV/T^J "1 mr\ /-t4- V> 

L v iciucri iengt.ii 


X *± \J 






NPRT np<?pri i mi 


GLUTELIN TYPE I PRECURSOR (CLONE 


oeq. ino. 


ft U QjjU 


uc^. XL/ 


LIB347 9-011-O6-K1-B11 






NCBI GI 


g3294467 


BLAST score 


194 


Hi Value 


7 Op-1 S 

Z. • 1 J 


Ma ten lengtn 


4 6 


% identity 


76 


jnu-dj. Description 


^nPQ^41 ^ nhn«!nhnrr1 npnmn1"3 1 f 7,[ 


oeq. no. 


4 n^^^i 

4UDjj1 


oeq. xu 


T.TR?47Q-01 1 -06-K1 -Rl 9 

lilDJrt f L/XX Lv vJ I\X DX£. 


lYieX-IlOQ 


OXxrt.O 1 IN 


NCBI GI 


gl69818 


BLAST score 


49 


Jli Value 


y • Uc x 


txiaxcn leiiy L,n 


77 


laeivcity 


Q1 
^1 


INL^DX UcoUlipLlUH 




Q /-> /-r Ma 

oeq. jno . 




064. ±u 


T,TR^47Q-01 1 -06-K1 -R"^ 

XjXXJ J *d / _? U X X SdL? L\X Xj*J 


irie liiuli 


RT.A^TX 


far , nT r*T 


yilOUU DO 


BLAST score 


375 


E value 


4.0e-36 


LXiai.cn. ieng T_n 


76 


% laentity 


-3D 


jnudi uescription 


aipila yiODUllIl picLUloUI xlUc 




^nR064^^ 96 lrDA rrl nhnl in rOrv73 
^ u^j uqi j / z, v? JVL/a y xuijuxxii [uxy ^a. 


Seq. No. 


4UD0jj 


Seq. ID 


LIB3479-011-Q6-K1-B4 


Method 


BLASTX 


NCBI GI 


g2129855 


BLAST score 


969 


E value 


1.0e-105 



PREE 103) 



[Zea mays] 



BAA09308 



52501 



Match length 

% identity 

NCBI Description 



O 

200 
88 

mitogen-activated protein kinase MMK2 (EC 2.7.1.-) 
alfalfa 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



406534 

LIB3479-011-Q6-K1-B5 

BLASTX 

g4508069 

441 

1.0e-43 

143 
53 

(AC005882) 12246 [Arabidopsis thaliana] 
406535 

LIB3479-011-Q6-K1-B6 

BLASTX 

g2673913 

245 

3.0e-24 

81 

74 

(AC002561) hypothetical protein [Arabidopsis thaliana] 
406536 

LIB3479-011-Q6-K1-B9 

BLASTX 

gl30951 

172 

2.0e-12 

43 

77 

13 KD PROLAMIN PRECURSOR >gi_100697_pir S09249 13K 

prolamin precursor - rice >gi_20292_emb_CAA32565_ (X14392) 
preprolamin {AA -19 to 137) [Oryza sativa] 
>gi_1587 669_prf 2207199A prolamin [Oryza sativa] 

406537 

LIB3479-011-Q6-K1-C3 

BLASTX 

g5731763 

217 

2.0e-17 

56 

77 

(X92419) SNAP 2 5 A protein [Arabidopsis thaliana] 
>gi_5731764_emb_CAB52583.1_ (X92420) SNAP 2 SAB protein 
[Arabidopsis thaliana] 

406538 

LIB347 9-011-Q6-K1-C4 

BLASTX 

g2801803 

335 

1.0e-31 
72 



52502 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



89 

(AF042489) 



germin-like protein 16 [Oryza sativa] 



406539 

LIB3479-011-Q6-K1-C5 

BLASTX 

gl21477 

719 

3.0e-76 

139 

96 

GLUTELIN PRECURSOR >gi_82471_pir S05443 glutelin precursor 

(clone lambda-RG21) - rice >gi_20227_emb_CAA32566_ (X14393) 
preprolglutelin (AA -24 to 476) [Oryza sativa] 
>gi_226767_prf 1604474A glutelin [Oryza sativa] 

406540 

LIB3479-011-Q6-K1-C6 

BLASTX 

g225710 

416 

5.0e-41 

83 

99 



NCBI Description glutelin [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



406541 

LIB3479-011-Q6-K1-C8 

BLASTX 

gl21469 

422 

2.0e-44 

107 

88 

GLUTELIN TYPE 
>gi_82474_pir 



(clone 



I PRECURSOR (CLONE PREE 

_ _ S06350 glutelin type I 

pREE61) - rice >gi_20215_emb_CAA2914 9_ (X05661) glutelin 
[Oryza sativa] 



61) 
precursor 



406542 

LIB3479-011-Q6-K1-C9 

BLASTX 

gll73218 

302 

1.0e-27 

65 
92 

40S RIBOSOMAL PROTEIN S15A >gi_440824 (L27461) ribosomal 
protein S15 [Arabidopsis thaliana] >gi_2150130 (AF001412) 
cytoplasmic ribosomal protein S15a [Arabidopsis thaliana] 

406543 

LIB3479-011-Q6-K1-D10 

BLASTN 

g6015437 

37 

3.0e-ll 



52503 



o • 



Match length 


5 / 


% identity 


1 Art 

100 


NCBI Description 


nomo sapiens irHAi iiLKj>i.tt. f compxeie 


Seq. No. 


406544 


Seq. ID 


LIBo4 / y-011-Qb-Kl-Dlz 


Method 


nj tic rpv 

BLAbTX 


NCBI GI 


g556401 


BLAST score 


642 


E value 


O A ^ /"""7 

J . Oe-D / 


Match length 


161 


% identity 


77 


NCBI Description 


(M28159) glutelm [Oryza sativaj 


Seq. No. 


406545 


Seq. ID 


LIBo4 / 9-ull-Qo-Kl-Do 


Method 


BLASTX 




gio / uoui 


BLAST score 


332 


E value 


5.0e-31 


Match length 


88 


% identity 


75 


NCBI Description 


(X98244) annexin p33 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406546 

LIB3479-011-Q6-K1-D5 

BLASTX 

g4581181 

174 

2.0e-12 

68 

47 

(AC006220) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406547 

LIB3479-011-Q6-K1-D6 

BLASTX 

g82502 

363 

2.0e-34 

128 

60 

prolamin precursor (clone pX24) - rice 

>gi_20304_emb_CAA37850__ (X53857) prolamin [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406548 

LIB3479-011-Q6-K1-D7 

BLASTX 

g3023816 

509 

7.0e-52 

97 

100 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE , CYTOSOLIC 
>gi_968996 (U31676) glyceraldehyde-3-phosphate 
dehydrogenase [Oryza sativa] 



52504 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406549 

LIB3479-011-Q6-K1-D8 

BLASTX 

gl321627 

231 

4.0e-19 

55 

82 

(D83656) thylakoid-bound ascorbate peroxidase [Cucurbita 
sp.] 

406550 

LIB3479-011-Q6-K1-D9 

BLASTX 

g82452 

404 

2.0e-39 

134 

63 

prolamin 13K precursor (clone lambda-RM2) - rice 
>gi_218187_dbj_BAA01981_ (D11385) prolamin [Oryza sativa] 
>gi_251077_bbs_108647 (S39468) 13 kda prolamin [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406551 

LIB3479-011-Q6-K1-E11 

BLASTN 

g218209 

74 

8.0e-34 

78 

99 

Oryza sativa mRNA for the small subunit of 
ribulose-1, 5-bisphosphate carboxylase, complete cds, 
pOSSS2106 



clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406552 

LIB3479-011-Q6-K1-E12 

BLASTX 

gl351834 

157 

3.0e-10 

48 

60 

PROBABLE ATP-DEPENDENT TRANSPORTER YCF16 >gi_1016162 
(U30821) ABC transporter subunit [Cyanophora paradoxal 

406553 

LIB3479-011-Q6-K1-E2 

BLASTX 

g!085973 

317 

3.0e-29 

78 

81 

isopentyl pyrophosphate isomerase - Clarkia breweri 
(fragment) >gi_572635_emb_CAA57947_ (X82627) isopentenyl 



52505 



o 



pyrophosphate isomerase [Clarkia breweri] 



ijc^i IN V • 


*± VJ \J »J M 


Seq. ID 


LIB3479-011-Q6-K1-E6 


Method 


BLASTX 




g^ ojZ Djj 


bLiADi score 


OlO 


E value 


i . ue~o / 


Match length 


loo 


^5 identity 




NCBI Description 


(AJjU^x/H) pur.at.ive protein [HraDioopsis tnaiiana] 


oeq. wo . 


U DO O 3 


<^rr Tf) 

OC^t 11/ 


LIR34 79-011-O6-K1-E7 

JJ1JJJ1 / J/ \j _1_ ^ Vjf ilX J— 1 t 


Method 


BLASTX 


NCBI GI 


g3914603 


BLAST score 


686 


E value 


2.0e-72 


Match length 


132 


% identity 


98 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE/OXYGENASE ACTIVASE 



CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) >gi_1778414 
(U74321) ribulose-1, 5-bisphosphate carboxylase/oxygenase 
activase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406556 

LIB3479-011-Q6-K1-E8 

BLASTX 

g584706 

301 

1.0e-27 

69 

90 

ASPARTATE AMINOTRANSFERASE, CYTOPLASMIC (TRANSAMINASE A) 

>gi_2130066_pir JC5124 aspartate transaminase (EC 

2.6.1.1), cytoplasmic - rice >gi_287298_dbj_BAA03504__ 
(D14 673) aspartate aminotransferase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406557 

LIB3479-011-Q6-K1-E9 

BLASTX 

g225102 

268 

2.0e-23 

111 

50 

trypsin/ amylase inhibitor pUP13 
distichum] 



[Hordeum vulgar e var. 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



406558 

LIB3479-011-Q6-K1-F11 

BLASTX 

gl724110 

395 

3.0e-38 

122 
57 



52506 



0 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(U79770) cinnamyl-alcohol dehydrogenase Eli3 
[Mesembryanthemum crystallinum] 

406559 

LIB3479-011-Q6-K1-F2 
BLASTX 
g4126687 
884 

2.0e-95 
182 
94 

(AB016501) glutelin [Oryza sativa] 
406560 

LIB3479-011-Q6-K1-F6 
BLASTX 
gll72818 
396 

1.0e-38 
83 
94 

40S RIBOSOMAL PROTEIN S16 >gi_538428 (L36313) ribosomal 

protein S16 [Oryza sativa] >gi_1096552_prf 2111468A 

ribosomal protein S16 [Oryza sativa] 

406561 

LIB3479-011-Q6-K1-F8 
BLASTX 
gl21475 
662 

1.0e-69 
128 
99 

GLUTELIN TYPE II PRECURSOR >gi_100678_pir_ 
II precursor - rice >gi_20219_emb_CAA29151_ 
glutelin [Oryza sativa] >gi_20221_emb_CAA2 9152_ (X05664) 
glutelin [Oryza sativa] >gi_20236_emb__CAA68683_ (Y00687) 
glutelin [Oryza sativa] >gi_556398 (M28158) glutelin [Oryza 
sativa] >gi_556399 (M28156) glutelin [Oryza sativa] 



_A34332 glutelin 
(X05663) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



406562 

LIB3479-011-Q6-K1-G10 

BLASTX 

g2911073 

207 

3.0e-16 

143 

36 

(AL021960) putative protein [Arabidopsis thaliana] 
406563 

LIB3479-011-Q6-K1-G11 

BLASTX 

gl21289 

737 

2.0e-78 
149 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



95 

GLUC0SE-1-PH0SPHATE ADEN YLYL TRANSFERASE SMALL SUBUNIT 
PRECURSOR (ADP-GLUCOSE SYNTHASE) (ADP-GLUCOSE 
PYROPHOSPHORYLASE) (AGPASE B) (ALPHA-D-GLUCOSE-1-PHOSPHATE 

ADENYL TRANSFERASE) >gi_824 68_pir JU0444 

glucose-l-phosphate adenylyl transferase (EC 2.7.7.27) - 
rice >gi_1697 61 (M31616) ADPglucose pyrophosphorylase 
[Oryza sativa] 

406564 

LIB3479-011-Q6-K1-G2 

BLASTX 

g!21477 

230 

1.0e-19 

49 

92 

GLUTELIN PRECURSOR >gi_82471_pir S05443 glutelin precursor 

(clone lambda-RG21) - rice >gi_20227_emb_CAA32566_ (X14393) 
preprolglutelin (AA -24 to 476) [Oryza sativa] 
>gi_2267 67_prf 1604474A glutelin [Oryza sativa] 



Seq. No. 


406565 


Seq. ID 


LIB3479-011-Q6-K1-G3 


Method 


BLASTX 


NCBI GI 


g3367596 


BLAST score 


755 


E value 


2.0e-80 


Match length 


177 


% identity 


77 


NCBI Description 


(AL031135) putative protein [Arabidopsis thaliana] 


Seq. No. 


406566 


Seq. ID 


LIB3479-011-Q6-K1-G6 


Method 


BLASTX 


NCBI GI 


g4406384 


BLAST score 


680 


E value 


2.0e-71 


Match length 


188 


% identity 


69 


NCBI Description 


(AF112303) serine acetyltransf erase [Arabidopsis thaliana] 


Seq. No. 


406567 


Seq. ID 


LIB3479-011-Q6-K1-G7 


Method 


BLASTX 


NCBI GI 


g296129 


BLAST score 


275 


E value 


3.0e-24 


Match length 


129 


% identity 


48 


NCBI Description 


(X65064) prolamin [Oryza sativa] >gi 971122 dbj BAA09940 




(D63901) 13kDa prolamin [Oryza sativa] 


Seq. No. 


406568 


Seq. ID 


LIB3479-011-Q6-K1-G9 


Method 


BLASTX 


NCBI GI 


g4559368 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq^ No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



446 

3.0e-44 

169 

56 

(AC006585) hypothetical protein [Arabidopsis thaliana] 
406569 

LIB3479-011-Q6-K1-H1 

BLASTX 

gl21476 

416 

7.0e-41 

104 

81 

GLUTELIN PRECURSOR >gi_82470_pir S07640 glutelin precursor 

(clone 5b- 1) - rice >gi_20232_emb_CAA33838_ (X15833) 
precursor (AA -24 to 475) [Oryza sativa] 

406570 

LIB3479-011-Q6-K1-H10 

BLASTX 

g3789948 

775 

9.0e-83 

148 

100 

(AF094773) translation initiation factor 5A [Oryza sativa] 
406571 

LIB3479-011-Q6-K1-H4 

BLASTX 

g544400 

581 

3.0e-60 

114 

99 

GLUTELIN TYPE-B 2 PRECURSOR >gi_10067 6_pir S17763 glutelin 

gluB-2 precursor - rice >gi_20212_emb_CAA38110_ (X54192) 
glutelin [Oryza sativa] 

406572 

LIB3479-011-Q6-K1-H7 

BLASTN 

g2624325 

223 

1.0e-122 

234 
99 

Oryza sativa mRNA for glycine-rich RNA-binding protein 
(OsGRPl) 

406573 

LIB3479-012-Q6-K1-A12 

BLASTX 

g225737 

762 

3.0e-81 



52509 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value, 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148 
100 

glutelin 



[Oryza sativa] 



406574 

LIB3479-012-Q6-K1-A2 

BLASTX 

gl30951 

313 

1.0e-28 

109 
61 

13 KD PROLAMIN PRECURSOR >gi_100697_pir S0924 9 13K 

prolamin precursor - rice >gi_20292_emb_CAA32565_ (X14392) 
preprolamin (AA -19 to 137) [Oryza sativa] 
>gi_1587669__prf 2207199A prolamin [Oryza sativa] 

406575 

LIB3479-012-Q6-K1-A4 

BLASTX 

gl21477 

247 

2.0e-39 

100 

77 

GLUTELIN PRECURSOR >gi_82471_pir S05443 glutelin precursor 

(clone lambda-RG21) - rice >gi_20227_emb_CAA32566_ (X14393) 
preprolglutelin (AA -24 to 476) [Oryza sativa] 
>gi_2267 67_prf 1604474A glutelin [Oryza sativa] 

406576 

LIB3479-012-Q6-K1-A5 

BLASTX 

g!705615 

155 

2.0e-18 

60 
80 

CATALASE ISOZYME 2 >gi_2130031_pir S62697 catalase (EC 

1.11.1.6) isoenzyme 2 - barley >gi_684948 (U20778) catalase 
[Hordeum vulgare] 

406577 

LIB3479-012-Q6-K1-A9 

BLASTX 

g2952328 

224 

2.0e-18 

43 

100 

(AF049889) 1-aminocyclopropane-l-carboxylate oxidase [Oryza 
sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



406578 

LIB3479-012-Q6-K1-B1 

BLASTX 

gl296955 
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BLAST score 


578 




E value 


6. Oe-60 




Match length 


108 




% identity 


50 




NCBI Description 


(X95402) duplicated domain structure protein [Oryza sativa] 




Seq. No. 


406579 




Seq. ID 


LIB3479-012-Q6-K1-B10 




Method 


TIT T\ <~* milt 

BLASTN 




NCBI GI 


g786177 




BLAST score 


179 




E value 


4 . 0e-96 




Match length 


194 




% identity 


98 




NCBI Description 


Rice DNA for aldolase C-l, complete cds 




Seq. No. 


406580 




Seq. ID 


LIB3479-012-Q6-K1-B11 


y 


Method 


BLASTN 




NCBI GI 


g20226 




BLAST score 


38 




E value 


5. 0e-12 




Match length 


50 


.pi: 


% identity 


94 


L-i' 


NCBI Description 


Rice mRNA for preproglutelin 


ffl 


Seq. No. 


406581 




Seq. ID 


LIB3479-012-Q6-K1-B2 




Method 


BLASTN 




NCBI GI 


g2655288 


L-J 


BLAST score 


167 




E value 


7.0e-89 




Match length 


211 




% identity 


97 




NCBI Description 


Oryza sativa germin-like protein 3 (GER3) mRNA, partial cds 




Seq. No. 


406582 




Seq. ID 


LIB3479-012-Q6-K1-B3 




Method 


BLASTX 




NCBI GI 


g417745 




BLAST score 


394 




E value 


2.0e-38 




Match length 


91 




% identity 


87 




NCBI Description 


ADENOSYLHOMOCYSTEINASE (S-ADENOSYL-L-HOMOCYSTEINE 






HYDROLASE) (ADOHCYASE) >gi_170773 (L11872) 






S-adenosyl-L-homocysteine hydrolase [Triticum aestivum] 




Seq. No. 


406583 




Seq. ID 


LIB3479-012-Q6-K1-B4 




Method 


BLASTN 




NCBI GI 


g6015437 




BLAST score 


38 




E value 


6.0e-12 




Match length 


38 




% identity 


100 




NCBI Description 


Homo sapiens PEX1 mRNA, complete cds 



52511 



Seq. No. 


4Uooo4 


Seq. ID 


LIB3479-012-Q6-K1-B6 


Method 


BLASTX 


NCBI GI 


g3075488 


BLAST score 


303 


E value 


2 . Oe-27 


Match length 


62 


% identity 


94 


NCBI Description 


(AF058796) chlorophyll a/b-binding protein [Oryza sativa] 


Seq. No. 


406585 


Seq. ID 


LIB347 9-012-Q6-K1-B9 


Method 


BLASTX 


NCBI GI 


g296129 


BLAST score 


385 


E value 


4 . Oe-37 


Match length 


150 


% identity 


55 


NCBI Description 


(Xdoud4) prolamm [Oryza sativa j >gi y / i l z z_aO] _daau y y ^ u_ 




(D63901) 13kDa prolamm [Oryza sativa] 


Seq. No. 


40oooo 


Seq. ID 


LIB3479-012-Q6-K1-C1 


Method 


BLASTX 


NCBI GI 


gl25580 


BLAST score 


519 


E value 


7.0e-53 


Match length 


118 



% identity 

NCBI Description 



86 

PHOSPHORIBULOKINASE PRECURSOR (PHOSPHOPENTOKINASE) (PRKASE) 

(PRK) >gi_100839_pir S15743 phosphoribulokinase (EC 

2.7.1.19) - wheat >gi_5924030_emb_CAB56544 . 1__ (X51608) 
phosphoribulokinase [Triticum aestivum] 



Seq. No. 


406587 


Seq. ID 


LIB3479-012-Q6-K1-C10 


Method 


BLASTN 


NCBI GI 


g2062705 


BLAST score 


33 


E value 


4.0e-09 


Match length 


33 


% identity 


100 


NCBI Description 


Human butyrophilin {BTF5 


Seq. No. 


406588 


Seq. ID 


LIB3479-012-Q6-K1-C11 


Method 


BLASTX 


NCBI GI 


g6041837 


BLAST score 


269 


E value 


1.0e-23 


Match length 


127 


% identity 


43 


NCBI Description 


(AC009853) hypothetical ] 


Seq. No. 


406589 


Seq. ID 


LIB3479-012-Q6-K1-C4 



mRNA, complete cds 



52512 











BLAST score 


173 


E value 


2.0e-12 


Match length 


yo 


% identity 


/I 0 
4Z 


NCBI Description 


[Do/4ooj biiui±ar to b.cerevisiae nypoT-.ner,icax proLcin ij. 




^bDyoioj Lnomo sapiens j 


beg. no. 


4 U oo y U 


oeq. ID 


T TR^dTQ- fll 9— Cifi— Kl —PS 
JuXJjOt / j Ul^ VJO iVJ. 


Method. 


JDlxtiO J. IN 


JNUrsl ul 




BLAST score 


54 


E value 


2.0e-21 


Match length 


9H7 


% identity 


CO 

30 


NCBI Description 


oenoiuic bequence ror uryza saciva uione iujtzu, Lemorn: 




clialll; LOHipict-c oeqUcIlCc; oUuipicuc DcqUcuuc 


beq. No. 


4uooy± 


oeq. ijj 


LlDJ^l / J UJ.Z**yO J\-L CO 


LYiet.noQ 




NCBI GI 


g2708624 


BLAST score 


140 


E value 


z * ue-iu 


Match length 


bo 


% identity 


62 


NCBI Description 


/ 7\ T7*/^ Q^T^TT O \ -~. n n h~ r"\ f* n 7\ t m 4- Vi -i n j~\ V 7\ •v — i -3 J >-\t-\ n-! o +■ Viol i anal 

(Aruoooio; acetyl toA synunetiase L^raDioopsis tnaiianaj 


Seq. No. 


406592 


oeq. lu 


Jj1do4 / y— u iz— yo~is.i~c / 


Method 


BLASTX 


NCBI GI 


gl /zyo / o 


BLAST score 


146 


E value 


1.0e-14 


Match length 


/ 0 


% identity 


A Q 

4 y 


NCBI Description 


m C*f\hJST^T TPV "DTDl^fpTT TW 1 fPLTTTT 1 A C rTOTTTvTT T / 1 T T-JT7"T 1 7\ \ 

I — LUMr LilljA FKUIzjIN 1, IrlhjIA bUriUlNll \ lL,±r— 1 — lrlJtiiA; 




lU^l InJljlriJ ^ J\xrirlU UUZ J 


beq. No. 


4Uooyj 


C/^pr TP] 


T TR^47Q-H1 -PR 

±j ± D ^> 'i / -7 CO 


Method 


BLASTX 


NCBI GI 


gl29916 


BLAST score 


359 


E value 


2.0e-34 


Match length 


76 



% identity 

NCBI Description 



92 

PH0SPH0GLYCERATE KINASE, CYT0S0LIC >gi_66911_pir TVWTGY 

phosphoglycerate kinase (EC 2.7.2.3), cytosolic - wheat 
>gi_21835_emb_CAA33302_ (X15232) phosphoglycerate kinase 
(AA 1 - 401) [Triticum aestivum] 



Seq. No. 
Seq. ID 
Method 



406594 

LIB3479-012-Q6-K1-C9 
BLASTX 



52513 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No* 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No* 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



gll84774 
559 

2.0e-57 

131 

82 

(U45856) cytosolic glyceroldehyde-3-phosphate dehydrogenase 
GAPC3 [Zea mays] 

406595 

LIB3479-012-Q6-K1-D11 

BLASTX 

g225710 

673 

6.0e-71 

128 

100 

glutelin [Oryza sativa] 
406596 

LIB3479-012-Q6-K1-D12 

BLASTX 

gl304218 

272 

1.0e-24 

66 

79 

(D43659) allergenic protein [Oryza sativa] 
406597 

LIB3479-012-Q6-K1-D2 

BLASTX 

g3236258 

313 

8.0e-29 

72 

83 

(AC004684) putative alcohol dehydrogenase [Arabidopsis 
thaliana] >gi_4895208_gb_AAD32795 . 1_AC007661_32 (AC007661) 
putative alcohol dehydrogenase [Arabidopsis thaliana] 

406598 

LIB3479-012-Q6-K1-D5 

BLASTX 

g20217 

440 

8.0e~44 

92 

95 

(X05662) glutelin [Oryza sativa] 
406599 

LIB3479-012-Q6-K1-D6 

BLASTX 

g544400 

363 

3.0e-35 
74 



52514 



% identity 

NCBI Description 



O 

95 

GLUTELIN TYPE-B 2 PRECURSOR >gi_100676_pir S17763 glutelin 

gluB-2 precursor - rice >gi_20212_emb_CAA38110__ (X54192) 
glutelin [Oryza sativa] 



Seq. No. 


406600 


Seq. ID 


LIB3479-012-Q6-K1-D8 


Method 


BLASTX 


NCBI GI 


gl2l473 


BLAST score 


654 


E value 


1.0e-68 


Match length 


128 


% identity 


98 


NCBI Description 


GLUTELIN TYPE I PRECURSOR 


Seq. No. 


406601 


Seq. ID 


LIB3479-012-Q6-K1-E1 


Method 


BLASTX 


NCBI GI 


g!172977 


BLAST score 


312 


E value 


7.0e-29 


Match length 


76 


% identity 


80 


NCBI Description 


60S RIBOSOMAL PROTEIN L18 




ribosomal protein L18 [Ar; 


Seq. No. 


406602 


Seq. ID 


LIB3479-012-Q6-K1-E11 


Method 


BLASTX 


NCBI GI 


g809064 


BLAST score 


426 


E value 


5.0e-42 


Match length 


83 


% identity 


100 


NCBI Description 


(X06149) glutelm [Oryza : 




glutelin [Oryza sativa] 


Seq. No. 


406603 


Seq. ID 


LIB3479-012-Q6-K1-E2 


Method 


BLASTN 


NCBI GI 


g4126686 


BLAST score 


249 


E value 


1.0e-138 


Match length 


256 


% identity 


99 



(CLONE PREE 103) 



>gi_606970 (U15741) cytoplasmic 



>gi_225732_prf 1312289A 



NCBI Description 



Oryza sativa mRNA for glutelin, complete cds, 
RG55 



clone: lambda 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406604 

LIB3479-012-Q6-K1-E3 

BLASTN 

g3821780 

36 

1.0e-ll 

48 

65 

Xenopus laevis cDNA clone 27A6-1 



52515 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406605 

LIB3479-012-Q6-K1-E6 

BLASTX 

g2117937 

256 

2.0e-35 

84 

94 

UTP — glucose-l-phosphate uridylyltransf erase (EC 2.7.7.9) 
barley >gi_1212996_emb_CAA6268 9_ (X91347) UDP-glucose 
pyrophosphorylase [Hordeum vulgare] 



Seq. No. 


406606 


Seq. ID 


LIB3479-012-Q6-K1-E7 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


36 


E value 


1.0e-10 


Match length 


36 


% identity 


100 


NCBI Description 


Homo sapiens PEX1 mRNA, complete cds 


Seq. No. 


406607 


Seq. ID 


LIB3479-012-Q6-K1-E9 


Method 


BLASTX 


NCBI GI 


g82473 


BLAST score 


165 


E value 


1.0e-ll 


Match length 


71 


% identity 


55 


NCBI Description 


glutelin precursor - rice >gi_1697 91 




[Oryza sativa] 


Seq. No. 


406608 


Seq. ID 


LIB3479-012-Q6-K1-F1 


Method 


BLASTX 


NCBI GI 


g544399 


BLAST score 


609 


E value 


1.0e-63 


Match length 


116 


% identity 


99 



glutelin 



NCBI Description 



GLUTELIN TYPE-B 1 PRECURSOR >gi_82472_pir S04073 glutelin 

precursor (clone pREEKl) - rice >gi_100677_pir S17762 

glutelin gluB-1 precursor - rice >gi_20210_emb_CAA38212_ 
(X54314) glutelin [Oryza sativa] >gi_20223__emb_CAA32706_ 
(X14568) preglutelin [Oryza sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406609 

LIB3479-012-Q6-K1-F11 

BLASTX 

g2668744 

402 

3.0e-39 

75 

99 

(AF034946) ubiquitin conjugating enzyme [Zea mays] 
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4) 



Seq. No. 


406610 


Seq. ID 




Method 


BLASTX 


NCBI GI 


g3184144 


BLAST score 


144 


E value 


3.0e-09 


Match length 


61 


% identity 


4 9 


NCBI Description 


(AJ001302) Acyl-CoA < 


Seq. No. 


406611 


Seq. ID 


LIB3479-012-Q6-K1-F3 


Method 




NCBI GI 


g82452 


BLAST score 


218 


E value 


1.0e-17 


Match length 


93 


% identity 


55 


NCBI Description 


prolamin 13K precurs> 



rice 



>gi_218187_dbj_BAA01981_ (D11385) prolamin [Oryza sativa] 
>gi_251077_bbs_108647 (S394 68) 13 kda prolamin [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406612 

LIB3479-012-Q6-K1-F4 

BLASTX 

gl707986 

438 

1.0e-43 

101 

80 

GLUTELIN TYPE-A III PRECURSOR >gi_283003__pir S1874 5 

glutelin - rice >gi_20208_emb_CAA38211_ (X54313) glutelin 
[Oryza sativa] 



Seq. No. 


406613 


Seq. ID 


LIB3479-012-Q6-K1-F6 


Method 


BLASTX 


NCBI GI 


g4309758 


BLAST score 


245 


E value 


2.0e-21 


Match length 


63 


% identity 


73 


NCBI Description 


(AC006217) hypothetical protein 


Seq. No. 


406614 


Seq. ID 


LIB3479-012-Q6-K1-F7 


Method 


BLASTX 


NCBI GI 


g2130065 


BLAST score 


536 


E value 


4.0e-55 


Match length 


105 


% identity 


98 


NCBI Description 


alpha-globulin precursor - rice 



>gi_1783206_dbj_BAA09308_ 
(D50643) 26 kDa globulin [Oryza sativa] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4) 



406615 

LIB3479-012-Q6-K1-F8 

BLASTX 

g4099408 

273 

1.0e-24 

57 

95 

(U86763) delta-type tonoplast intrinsic protein [Triticum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



406616 

LIB3479-012-Q6-K1-F9 

BLASTX 

g4929689 

325 

5.0e-30 

101 

60 

(AF151868) CGI-110 protein [Homo sapiens] 
406617 

LIB3479-012-Q6-K1-G1 

BLASTX 

gl21476 

624 

4.0e-65 

160 

79 

GLUTELIN PRECURSOR >gi_82470_pir S07640 glutelin precursor 

(clone 5b- 1) - rice >gi_20232_emb_CAA33838__ (X15833) 
precursor (AA -24 to 475) [Oryza sativa] 

406618 

LIB3479-012-Q6-K1-G11 

BLASTX 

g5882743 

584 

2.0e-60 

159 

67 

(AC008263) ESTs gb_H36134 and gb_H36132 come from this 
gene. [Arabidopsis thaliana] 

406619 

LIB3479-012-Q6-K1-G12 

BLASTX 

g4417286 

192 

2.0e-14 

104 

47 

(AC007019) putative shikimate kinase [Arabidopsis thaliana] 
406620 

LIB3479-012-Q6-K1-G3 
BLASTX 
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4) 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl21476 
298 

3.0e-27 

92 

70 

GLUT EL IN PRECURSOR >gi_82470_pir S07640 glutelin precursor 

(clone 5b-l) - rice >gi_20232_emb_CAA33838_ (X15833) 
precursor (AA -24 to 475) [Oryza sativa] 

406621 

LIB3479-012-Q6-K1-G4 

BLASTX 

gl21477 

449 

6.0e-45 

82 

100 

GLUTELIN PRECURSOR >gi_82471_pir S05443 glutelin precursor 

(clone lambda-RG21) - rice >gi_20227_emb_CAA32566_ (XI 4 3 93) 
preprolglutelin (AA -24 to 476) [Oryza sativa] 
>gi_226767_prf 1604474A glutelin [Oryza sativa] 

406622 

LIB347 9-012-Q6-K1-G5 

BLASTX 

g3927825 

172 

1.0e-12 

58 

64 

(AC005727) putative dTDP-glucose 4-6-dehydratase 
[Arabidopsis thaliana] 

406623 

LIB3479-012-Q6-K1-G7 

BLASTX 

g511153 

201 

3.0e-16 

57 
74 

(Z35160) chlorophyll a,b binding protein type I [Solanum 
tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



406624 

LIB3479-012-Q6-K1-G9 

BLASTN 

g20211 

126 

9.0e-65 

158 

96 

0. sativa GluB-2 gene for glutelin 
406625 

LIB3479-012-Q6-K1-H10 
BLASTX 
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o 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2589162 
597 

5.0e-62 

143 

80 

(D88451) aldehyde oxidase [Zea mays] 
406626 

LIB3479-012-Q6-K1-H4 

BLASTX 

g3915054 

394 

2.0e-38 

80 

99 

SUCROSE SYNTHASE 3 (SUCROSE-UDP GLUCOSYLTRANSFERASE 3) 
>gi_1196837 (L03366) sucrose synthase 3 [Oryza sativa] 

>gi__1587663_prf 2207194B sucrose synthase : I SOTYPE- 3 [Oryza 

sativa] 

406627 

LIB3479-012-Q6-K1-H5 

BLASTX 

g3334349 

350 

4.0e-33 

109 

62 

GLYCYL-TRNA SYNTHETASE (GLYCINE — TRNA LIGASE) (GLYRS) 
>gi_2564215_einb_CAA05162__ (AJ002062) glycyl-tRNA synthetase 
[Arabidopsis thaliana] 

406628 

LIB3479-012-Q6-K1-H6 

BLASTX 

gl21477 

166 

4.0e-12 

35 

86 

GLUTELIN PRECURSOR >gi_82471_pir S05443 glutelin precursor 

(clone lambda-RG21) - rice >gi_20227_emb_CAA32566_ (X14393) 
preprolglutelin (AA -24 to 476) [Oryza sativa] 
>gi_226767_prf 1604474A glutelin [Oryza sativa] 

406629 

LIB3479-012-Q6-K1-H7 

BLASTX 

g2443402 

221 

2.0e-18 

44 
95 

(D87745) orthophosphate dikinase [Oryza sativa] 
>gi_2443405_dbj_BAA22420_ (D87952) orthophosphate dikinase 
[Oryza sativa] 
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0 





406630 
*± \j \j \j ^/ \j 


Sea ID 


LIB347 9-012-O6-K1-H8 


Method. 


BLASTX 


NCBI GI 


g2244898 


BLAST score 


463 


J— 1 V GI. _1_ LA. \^ 


2 . Oe-46 


Malrb 1 pnrrfh 

I Id U Oil XCil^tli 


109 

X KJ Z* 




PI 

o X 


NCBI De^c'riot' ion 


(Z97338) phosphatase 


Carf Mrs 


1UDDJ1 


q prr TP) 


LTB^47 9-012-O6-Kl-H9 


Method 


BLASTX 


NCBI GI 


g399942 


BLAST score 


393 


E value 


2.0e-38 


Match length 


91 


% identity 


82 


NCBI Description 


CHLOROPLAST STROMA 7 1 



PRECURSOR >gi_421881_pir S32818 heat shock protein, 70K, 

chloroplast - garden pea >gi_169023 (L03299) 70 kDa heat 
shock protein [Pisum sativum] >gi_871515_emb_CAA49147_ 
(X69213) Psst70 (stress 70 protein) [Pisum sativum] 



Seq. No. 


406632 


Seq. ID 


LIB3599-001-P1-K6-A1 


Method 


BLASTX 


NCBI GI 


g4126693 


BLAST score 


150 


E value 


6.0e-10 


Match length 


38 


% identity 


74 


NCBI Description 


(AB016504) prolamin [Oryza sativa] 


Seq. No. 


406633 


Seq. ID 


LIB3599-001-P1-K6-A10 


Method 


BLASTX 


NCBI GI 


g2130065 


BLAST score 


506 


E value 


3.0e-51 


Match length 


143 


% identity 


72 


NCBI Description 


alpha-globulin precursor - rice >gi_1783206 




(D50643) 26 kDa globulin [Oryza sativa] 


Seq. No. 


406634 


Seq. ID 


LIB3599-001-P1-K6-A11 


Method 


BLASTX 


NCBI GI 


gl717957 


BLAST score 


230 


E value 


5.0e-23 


Match length 


60 


% identity 


87 



NCBI Description 



UBIQUINOL-CYTOCHROME C REDUCTASE I RON- SULFUR SUBUNIT 
PRECURSOR (RIESKE IRON-SULFUR PROTEIN) (RISP) 

>gi_100923_pir A41607 ubiquinol — cytochrome-c reductase 

(EC 1.10.2.2) iron-sulfur protein precursor - maize 
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41 



>gi_168607 (M77224) Rieske Fe-S protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406635 

LIB3599-001-P1-K6-A2 

BLASTX 

g4263781 

286 

2.0e-25 

84 

61 

(AC006068) putative membrane transport protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406636 

LIB3599-001-P1-K6-A6 

BLASTX 

g5733660 

475 

2.0e-47 

162 
59 

(AF165939) vacuolar V-H+ATPase subunit E 



[Citrus limon] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406637 

LIB3599-001-P1-K6-A7 

BLASTN 

g20305 

126 

3.0e-64 

126 

100 

O.sativa mRNA for prolamin storage protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406638 

LIB3599-001-P1-K6-A9 

BLASTX 

g2204226 

539 

5.0e-55 

151 

72 

(Y13848) alpha-galactosidase 



[Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406639 

LIB3599-001-P1-K6-B1 

BLASTX 

g4126691 

358 

8.0e-34 

147 

53 

(AB016503) prolamin [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



406640 

LIB3599-001-P1-K6-B11 

BLASTX 

g82473 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



869 

1.0e-93 

193 

89 

glutelin precursor 
[Oryza sativa] 



rice >gi_169791 (M17513) glutelin 



beg. jno* 




beg. lu 




i v ietnou 


RT.A^TY 




^ /I C o Q /I O ^ 


DLiAbi score 


0 4 


Li Value 


J i UC -7 JL 


jxiai.cn xengLn 


900 


% identity 




NCBI Description 


\£\±j\j*±y 1 / 1 ) pyropnospnaue u.cptriiu.cxiL. piiua^iiuij-uL-Lu j. 




[iirajJXUUpblo LilclJL JLa.ua. j 


Seg. No. 


406642 


beg. id 


T TR7RQQ-001 —Pi -Kfi-RR 

JU1.D03-/-7 UU1 1.X Iw LjU 


Metnoa 




NCBI GI 


go4o 0 / 1 


BLAbi score 


^ £0 


E value 


z . ue-o / 


Match length 


14U 


% identity 




NCBI Description 


CTTTrn 2iT T TTPPTriMTP PPOTFTN RAfl9 PRFTTTRCiOR 


>gi 419801 pir S31082 seed allergen RAG2 - rice 




>gi 218201_dbj_BAA02000__ (D11434) allergenic prote. 




sativa] 


Seg. No. 


4Uoo4o 


beg. id 


T TT5*3 ^ GG — 001 — P1 — P£ 
liJLlSo 0 i? .7 UU1 rl i\0 loo 


Method 


OT 7\ C TV 

olxAb 1 A 


NCBI GI 


g4 izooyo 


JoJjAbi score 


1:74 


E value 


£ Ho— 1 R 
D • Uc 1J 


Match length 


o / 


O _L UCll L. J- c _y 


65 


NCBI Description 


(AB016504) prolamin [Oryza sativa] 


Seg. No. 


406644 


Seg. ID 


LIB3599-001-P1-K6-B7 


Method 


BLASTX 


NCBI GI 


gl26896 


BLAST score 


607 


E value 


1.0e-89 


Match length 


203 


% identity 


82 


NCBI Description 


MALATE DEHYDROGENASE, MITOCHONDRIAL PRECURSOR 


>gi 319831 pir DEPUMW malate dehydrogenase (EC 1. 



1.1.37) 

>gi_18297_^emb_CAA35239_ (X17362) precursor protein (AA -27 
to 320) [Citrullus lanatus] 



Seg. No. 
Seg. ID 



406645 

LIB3599-001-P1-K6-B9 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g283007 

152 

2.0e-10 

56 
61 

14K prolamin precursor - rice >gi_20306_emb_CAA43295_ 
(X60979) prolamin [Oryza sativa] 

406646 

LIB3599-001-P1-K6-C1 

BLASTX 

g232161 

194 

8.0e-15 

37 
100 

19 KD GLOBULIN PRECURSOR (ALPHA-GLOBULIN) 
>gi 68857 pir WMRZ19 19K globulin precursor - rice 
>gi_20159_emb_CAA45400_ (X63990) 19 kDa globulin precursor 
[Oryza sativa] 



Seq. No. 


406647 


Seq. ID 


LIB3599-001-P1-K6-C11 


Method 


BLASTX 


NCBI GI 


g5360230 


BLAST score 


901 


E value 


2.0e-97 


Match length 


170 


% identity 


96 


NCBI Description 


(AB015287) Ran [Oryza sativa] 


Seq. No. 


406648 


Seq. ID 


LIB3599-001-P1-K6-C12 


Method 


BLASTX 


NCBI GI 


g462195 


BLAST score 


524 


E value 


3.0e-53 


Match length 


115 


% identity 


89 


NCBI Description 


PROTEIN TRANSLATION FACTOR SUI 



>gi_100682_pir S21636 GO~S2 protein - rice 

>gi_20238_emb_CAA36190_ (X51910) GOS2 [Oryza sativa] 
>gi_3789950 (AF094774) translation initiation factor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406649 

LIB3599-001-P1-K6-C2 

BLASTX 

g2465151 

237 

2.0e-19 
118 
47 

(Z99753) 



hypothetical protein [Schizosaccharomyces pombe] 



Seq. No. 



406650 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3599-001-P1-K6-C3 

BLASTX 

g225102 

290 

9.0e-26 

111 

52 

trypsin/amylase inhibitor pUP13 
distichum] 



[Hordeum vulgare var. 



beg. no. 




Qczrf Tfl 
OCCJ. JLU 


T.TR^SQQ-OOI -P1 -K6-C4 






NfRT (IT 


a5042424 

^ v \J ~ ^* ™ i 


BLAST score 


442 


E value 


1.0e-43 


Match length 


152 


% identity 


54 


NCBI Description 


(AC006193) Hypothetica: 


Seq. No. 


406652 


Seq. ID 


LIB3599-001-P1-K6-C8 


Method 


BLASTX 


NCBI GI 


gl21476 


BLAST score 


231 - 


E value 


6.0e-33 


Match length 


81 


% identity 


96 


NCBI Description 


GLUTELIN PRECURSOR >gi 



(clone 5b-l) - rice >gi_20232_emb_CAA33838_ (X15833) 
precursor (AA -24 to 475) [Oryza sativa] 



Seq. No. 


406653 


Seq. ID 


LIB3599-001-P1-K6-D11 


Method 


BLASTX 


NCBI GI 


gl498053 


BLAST score 


814 


E value 


3.0e-87 


Match length 


191 


% identity 


83 


NCBI Description 


(U64436) ribosomal protein S8 [Zea mays] 


Seq. No. 


406654 


Seq. ID 


LIB3599-001-P1-K6-D12 


Method 


BLASTX 


NCBI GI 


g232161 


BLAST score 


461 


E value 


7.0e-46 


Match length 


133 


% identity 


70 


NCBI Description 


19 KD GLOBULIN PRECURSOR (ALPHA-GLOBULIN) 




>gi 68857 pir WMRZ19 19K globulin precursor - 




>gi_20159_emb_CAA45400_ (X63990) 19 kDa globul: 




[Oryza sativa] 


Seq. No. 


406655 


Seq. ID 


LIB3599-001-P1-K6-D2 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



BLASTX 

g2118430 

649 

6.0e-68 

119 

97 

allergen RA16 precursor - rice >gi_1398 916_dbj_BAA07712_ 
(D42141) allergenic protein [Oryza sativa] 

406656 

LIB3599-001-P1-K6-D3 

BLASTN 

g6016845 

326 

0.0e+00 

342 

99 

Oryza sativa genomic DNA, chromosome 1, clone : P0711E10 
406657 

LIB3599-001-P1-K6-D4 

BLASTX 

g4139264 

766 

1.0e-81 

176 

85 

(AF111812) actin [Brassica napus] 
406658 

LIB3599-001-P1-K6-D5 

BLASTN 

g2662309 

70 

7.0e-31 

82 
96 

Hordeum vulgare mRNA for bpwl, complete cds 
406659 

LIB3599-001-P1-K6-D6 

BLASTX 

g82502 

378 

4.0e-36 

124 

63 

prolamin precursor (clone pX24) - rice 

>gi_20304_emb_CAA37850_ (X53857) prolamin [Oryza sativa] 
406660 

LIB3599-001-P1-K6-D7 

BLASTX 

g82502 

386 

4.0e-37 
126 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



0 

63 

prolamin precursor (clone pX24) - rice 

>gi_20304_emb_CAA37 850_ (X53857) prolamin [Oryza sativa] 
406661 

LIB3599-001-P1-K6-D9 

BLASTN 

g4097337 

352 

0.0e+00 

428 

100 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406662 

LIB3599-001-P1-K6-E3 

BLASTX 

g4126693 

347 

2.0e-32 

143 

55 

(AB016504) prolamin [Oryza sativa] 
406663 

LIB3599-001-P1-K6-E4 

BLASTN 

g4097337 

453 

0.0e+00 

460 

100 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



. g.eq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



406664 

LIB3599-001-P1-K6-E5 

BLASTX 

g2130065 

584 

3.0e-61 

184 

71 

alpha-globulin precursor 
(D50643) 26 kDa globulin 

406665 

LIB3599-001-P1-K6-E6 

BLASTX 

gl421730 

866 

1.0e-108 

215 

93 



- rice >gi_1783206_dbj_BAA09308_ 
[Oryza sativa] 



NCBI Description (U43082) RF2 [Zea mays] 



52527 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406666 

LIB3599-001-P1-K6-E7 

BLASTX 

g82501 

387 

4.0e-37 

132 
63 

prolamin precursor (clone pS23) - rice 

>gi_20302_emb_CAA37849_ (X53856) prolamin [Oryza sativa] 
406667 

LIB3599-001-P1-K6-E8 

BLASTX 

g225102 

166 

9.0e-22 

129 
49 

trypsin/amylase inhibitor pUP13 [Hordeum vulgare var. 
distichum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406668 

LIB3599-001-P1-K6-E9 

BLASTX 

g2130065 

650 

5.0e-68 

186 

71 

alpha-globulin precursor - rice >gi_1783206_dbj_BAA09308_ 
(D50643) 26 kDa globulin [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406669 

LIB3599-001-P1-K6-F10 

BLASTX 

g2118430 

712 

3.0e-75 

133 

95 

allergen RA16 precursor - rice >gi__1398916__dbj_BAA07712_ 
(D42141) allergenic protein [Oryza sativa] 

406670 

LIB3599-001-P1-K6-F11 

BLASTX 

gl842177 

238 

1.0e-21 

81 
75 

(D73384) prolamin [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 



406671 

LIB3599-001-P1-K6-F12 
BLASTX 



52528 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2129929 
369 

5.0e-35 

76 

91 

DNA-directed RNA polymerase 
tomato >gi_1049068 (U28403) 
[Solanum lycopersicum] 



(EC 2.7.7.6) II chain RPB2 - 
RNA polymerase II subunit 2 





4Uuu / 


oeq. lu 




TwT^i 4- r\ /~\ 




J. <J J- 






^67 


E value 


6.0e-35 


Match length 


101 


% identity 


DO 


NCBI Description 


tAru//4U/j contains s 




synunase (ppsAj (laDiA 


beq. No. 




beq. lu 




LYiei-noci 








jdLiHoi score 


7 P Q 


E value 


9.0e-85 


Match length 


199 


% identity 




NCBI Description 




oeq . iMO . 


4 06674 


beq* id 


T T'D'} t: QQ_n H 1 _D1 — V£. — TTA 


Method 


DT AO rpvr 


MPDT r*T 
IN^rSl bl 


rr99R61 R9 




4^ 


E value 


7.0e-15 


Match length 


74 


% identity 


91 


NCBI Description 


Zea mays cytoplasmic : 




cds 


Seq. No. 


406675 


Seq. ID 


LIB3599-001-P1-K6-F6 


Method 


BLASTX 


NCBI GI 


g2130065 


BLAST score 


637 


E value 


2.0e-66 


Match length 


168 


% identity 


76 



[Arabidopsis thaliana] 



complete 



NCBI Description 



alpha-globulin precursor - rice >gi_1783206_dbj_BAA09308_ 
(D50643) 26 kDa globulin [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



406676 

LIB3599-001-P1-K6-F8 

BLASTN 

g20211 

77 



52529 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



7.0e-36 

77 

100 

O.sativa GluB-2 gene for glutelin 
406677 

LIB3599-001-P1-K6-F9 

BLASTX 

g5761329 

226 

2.0e-18 

44 

98 

(AB004819) cysteine endopeptidase [Oryza sativa] 
406678 

LIB3599-001-P1-K6-G1 

BLASTX 

g4115379 

190 

3.0e-14 

92 
47 

(AC005967) putative carbonyl reductase [Arabidopsis 
thaliana] 

406679 

LIB3599-001-P1-K6-G10 

BLASTN 

g20303 

314 

1.0e-176 

349 

98 

0. sativa mRNA for prolamin (clone pX24) 
406680 

LIB3599-001-P1-K6-G12 

BLASTX 

gl21477 

255 

4.0e-22 

59 

88 

GLUTELIN PRECURSOR >gi_82471jpir S05443 glutelin precursor 

(clone lambda-RG21) - rice >gi_2 02 2 7_emb_CAA3 2 5 66_ (X14393) 
preprolglutelin (AA -24 to 476) [Oryza sativa] 
>gi_226767_prf 1604474A glutelin [Oryza sativa] 

406681 

LIB3599-001-P1-K6-G2 

BLASTN 

g303856 

206 

1.0e-112 

278 

100 



52530 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Rice mRNA for ubiquitin protein fused to a ribosomal 
protein, complete cds 

406682 

LIB3599-001-P1-K6-G3 

BLASTX 

g544399 

534 

6.0e-68 

138 

97 

GLUTELIN TYPE-B 1 PRECURSOR >gi_82472_pir S04073 glutelin 

precursor (clone pREEKl) - rice >giJL00677j?ir S17762 

glutelin gluB-1 precursor - rice >gi_20210__emb_CAA38212_ 

(X54314) glutelin [Oryza sativa] >gi_20223_emb_CAA32706_ 

(X14568) preglutelin [Oryza sativa] 

406683 

LIB3599-001-P1-K6-G7 

BLASTX 

g82502 

352 

4.0e-33 

124 

60 

prolamin precursor (clone pX24) - rice 

>gi_20304_emb_CAA37850_ (X53857) prolamin [Oryza sativa] 
406684 

LIB3599-001-P1-K6-H10 

BLASTX 

g544400 

850 

1.0e-97 

189 
98 

GLUTELIN TYPE-B 2 PRECURSOR >gi_10067 6__pir S17763 glutelin 

gluB-2 precursor - rice >gi_20212_emb_CAA38110_ (X54192) 
glutelin [Oryza sativa] 

406685 

LIB3599-001-P1-K6-H11 

BLASTX 

g3193301 

504 

2.0e-51 

169 

62 

(AF069298) Arabidopsis putative chloroplast outer envelope 
86-like protein T10P11.19 (GB: AC002330) [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



406686 

LIB3599-001-P1-K6-H2 

BLASTX 

g82502 

352 



52531 



E value 
Match length 
% identity 
NCBI Description 



€1 



4.0e-33 

124 

60 

prolamin precursor (clone pX24) - rice 

>gi_20304_emb_CAA37850_ (X53857) prolamin [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406687 

LIB3599-001-P1-K6-H3 

BLASTX 

g4468812 

393 

5.0e-38 

153 

46 

(AL035601) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406688 

LIB3599-001-P1-K6-H4 

BLASTX 

gl350986 

1030 

1.0e-112 

219 

90 

40S RIBOSOMAL PROTEIN S3A (CYC07 PROTEIN) 
>gi_483431_dbj_BAA05059_ (D26060) cyc07 [Oryza sativa] 



Seq. No. 


406689 


Seq. ID 


LIB3599-001-P1-K6-H6 


Method 


BLASTX 


NCBI GI 


gll51244 


BLAST score 


388 


E value 


3.0e-37 


Match length 


172 


% identity 


48 


NCBI Description 


(U4 3377) GTP-binding protei: 


Seq. No. 


406690 


Seq. ID 


LIB3599-001-P1-K6-H8 


Method 


BLASTX 


NCBI GI 


gll3766 


BLAST score 


559 


E value 


3.0e-57 


Match length 


114 


% identity 


89 


NCBI Description 


ALPHA- AMYLASE PRECURSOR (1, 



-ALPHA-D-GLUCAN 

GLUCANOHYDROLASE) (ISOZYME IB) >gi_100660_pir S10013 

alpha-amylase (EC 3.2.1.1) 1 precursor (clone lambda-OSg2) 
- rice >gi_20167_emb_CAA34516_ (X16509) alpha-amylase 
[Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



406691 

LIB3599-001-P1-N6-A10 

BLASTX 

g232161 

558 

3.0e-57 



52532 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 

151 
74 

19 KD GLOBULIN PRECURSOR (ALPHA-GLOBULIN) 
>qi 68857 pir WMRZ19 19K globulin precursor - rice 
>gi_20159_emb_CAA45400_ (X63990) 19 kDa globulin precursor 
[Oryza sativa] 

406692 

LIB3599-001-P1-N6-A3 

BLASTX 

g225102 

188 

5.0e-14 

73 

52 

trypsin/amylase inhibitor pUP13 [Hordeum vulgare var. 
distichum] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



406693 

LIB3599-001-P1-N6-A9 

BLASTX 

g2204226 



BLAST score 


317 


E value 


4 . Oe-29 


Match length 


68 


% identity 


O A 


NCBI Description 


(Y13848) alpha-galactosidase [Hordeum 


Seq. No. 


a n r c o a 


beq. xu 


T TR^^QQ- fim —Pi — NT£— R1 
LldJJjy UU1 IT J. LNO IjX 


Method 


BLASTX 


NCBI GI 


g283007 


BLAST score 


358 


E value 


8.0e-34 


Match length 


147 


% identity 


56 


NCBI Description 


14K prolamin precursor - rice >gi_203i 




(X60979) prolamin [Oryza sativa] 


Seq. No. 


406695 


Seq. ID 


LIB3599-001-P1-N6-B11 


Method 


BLASTX 


NCBI GI 


g225174 


BLAST score 


474 


E value 


1.0e-47 


Match length 


92 


% identity 


100 


NCBI Description 


glutelin precursor [Oryza sativa] 


Seq. No. 


406696 


Seq. ID 


LIB3599-001-P1-N6-B3 


Method 


BLASTX 


NCBI GI 


g4539423 


BLAST score 


325 


E value 


6.0e-30 


Match length 


90 


% identity 


71 



emb CAA43295 



52533 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AL049171) pyrophosphate-dependent phosphof ructo-l-kinase 
[Arabidopsis thaliana] 

406697 

LIB3599-001-P1-N6-B6 

BLASTX 

gl30956 

208 

1.0e-16 

60 
70 

PROLAMIN PPROL 4A PRECURSOR >gi_82505_pir JA0168 prolamin 

4a precursor - rice >gi_557588 (M23746) prolamine [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406698 

LIB3599-001-P1-N6-B7 

BLASTX 

gl26896 

336 

3.0e-31 

89 

80 

MALATE DEHYDROGENASE, MITOCHONDRIAL PRECURSOR 

>gi_319831_pir DEPUMW malate dehydrogenase (EC 1.1.1.37) 

precursor, mitochondrial - watermelon 

>gi_18297_emb_CAA35239_ (X17362) precursor protein (AA -27 
to 320) [Citrullus lanatus] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406699 

LIB3599-001-P1-N6-B9 

BLASTX 

g4126691 

366 

8.0e-35 

150 

56 

(AB016503) prolamin [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406700 

LIB3599-001-P1-N6-C10 

BLASTN 

g2331130 

234 

1.0e-129 

262 

97 

Oryza sativa glycine-rich protein 
cds 



(OSGRP1) mRNA, complete 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



406701 

LIB3599-001-P1-N6-C12 

BLASTX 

g462195 

475 

1.0e-47 

92 



52534 



% identity 

NCBI Description 



€> 

100 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG (GOS2 PROTEIN) 

>gi_100682_pir S21636 GOS2 protein - rice 

>gi_20238_emb_CAA36190_ (X51910) GOS2 [Oryza sativa] 
>gi_3789950 (AF094774) translation initiation factor [Oryza 
sativa] 



oeq. 1NQ • 






LIB3599-001-P1-N6-C2 


ixie Lnou. 


JD J_LrlO 1 A. 




gz *± ojiji 




1 97 


£j VdlUc 




Match length 


104 


% identity 


45 


M O T3 T T""l /~> *v* t t~s "H t r\ r\ 

imodx uescnptioii 




beq. NO, 


4 u 0 / U j 


beg. ID 


T TR^RQQ— HOI —Pi — TJfi— PA 
LlDJjyy UU1 rl LND L i i 


Metiioa 








dLiAoi score 




E value 


i rid—HQ 
i . ue — uy 


TwT a "f - Vi 1 onn"l" 




% identity 


57 


NCBI Description 


(AC006193) Hypothetical Protein 


Seq. No. 


406704 


Seq. ID 


LIB3599-001-P1-N6-C8 


Method 


BLASTX 


NCBI GI 


g544399 


BLAST score 


508 


E value 


1.0e-51 


Match length 


99 


% identity 


99 


NCBI Description 


GLUTELIN TYPE-B 1 PRECURSOR >gi 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



precursor (clone pREEKl) - rice >gi_100677_pir S17762 

glutelin gluB-1 precursor - rice >gi_20210_emb_CAA38212_ 
(X54314) glutelin [Oryza sativa] >gi_20223__emb_CAA32706_ 
(X14568) preglutelin [Oryza sativa] 

406705 

LIB3599-001-P1-N6-D11 

BLASTX 

gl351014 

391 

9.0e-38 

80 
95 

40S RIBOSOMAL PROTEIN S8 >gi_968 902_dbj_BAA07207_ (D38010) 
ribosomal protein S8 [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



406706 

LIB3599-001-P1-N6-D12 

BLASTX 

g232161 

456 



52535 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-45 

132 

70 

19 KD GLOBULIN PRECURSOR (ALPHA-GLOBULIN) 
>qi 68857 pir WMRZ19 19K globulin precursor - rice 
>gi_20159_emb_CAA45400_ (X63990) 19 kDa globulin precursor 
[Oryza sativa] 

406707 

LIB3599-001-P1-N6-D2 

BLASTX 

g2118430 

637 

1.0e-66 

118 

96 

allergen RA16 precursor - rice >gi_1398916_dbj_BAA07712_ 
(D42141) allergenic protein [Oryza sativa] 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



406708 

LIB3599-001-P1-N6-D3 

BLASTN 

g6016845 

334 

0.0e+00 

342 

99 

Oryza sativa genomic DNA, 



chromosome 1, clone : P0711E10 



406709 

LIB3599-001-P1-N6-D5 

BLASTN 

g2662309 

70 

7.0e-31 

82 
96 

Hordeum vulgare mRNA for bpwl, complete cds 
406710 

LIB3599-001-P1-N6-D6 

BLASTX 

g82502 

282 

4.0e-25 

89 

67 

prolamin precursor (clone pX24) - rice 

>gi_20304_emb_CAA37850_ (X53857) prolamin [Oryza sativa] 
406711 

LIB3599-001-P1-N6-D9 

BLASTN 

g4097337 

362 

0.0e+00 
431 



52536 



4> 



% identity 100 

NCBI Description Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406712 

LIB3599-001-P1-N6-E10 

BLASTX 

gl21476 

193 

1.0e-14 

42 

93 

GLUTELIN PRECURSOR >gi_82470jpir S07640 glutelin precursor 

(clone 5b-l) - rice >gi_20232_emb_CAA33838_ (X15833) 
precursor (AA -24 to 475) [Oryza sativa] 

406713 

LIB3599-001-P1-N6-E3 

BLASTN 

g557586 

53 

1.0e-21 

53 

100 

Oryza sativa (clone pProll4) seed prolamine 7 mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406714 

LIB3599-001-P1-N6-E4 

BLASTN 

g4097337 

4 61 

0.0e+00 

461 

100 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406715 

LIB3599-001-P1-N6-E6 

BLASTX 

gl421730 

326 

3.0e-30 

65 

94 

(U43082) RF2 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406716 

LIB3599-001-P1-N6-E7 

BLASTX 

g82501 

387 

3.0e-37 

132 

65 

prolamin precursor (clone pS23) 



- rice 



52537 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_20302_emb_CAA3784 9_ (X53856) prolamin [Oryza sativa] 
406717 

LIB3599-001-P1-N6-E9 

BLASTX 

gl69805 

494 

8.0e-50 

139 * ✓ 

72 

(L12252) [Oryza sativa DNA fragment with a miscellaneous 
signal and an open reading frame.], gene product [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406718 

LIB3599-001-P1-N6-F10 

BLASTX 

g2118430 

723 

1.0e-76 

133 

96 

allergen RA16 precursor - rice >gi_1398916_dbj_BAA07712_ 
(D42141) allergenic protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406719 

LIB3599-001-P1-N6-F11 

BLASTX 

g4126693 

253 

1.0e-21 

83 
65 

(AB016504) prolamin [Oryza sativa] 
406720 

LIB3599-001-P1-N6-F12 

BLASTX 

g2129929 

184 

2.0e-13 

43 

86 

DNA-directed RNA polymerase (EC 2.7.7.6) II chain RPB2 - 
tomato >gi_1049068 (U28403) RNA polymerase II subunit 2 
[Solanum lycopersicum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406721 

LIB3599-001-P1-N6-F4 

BLASTN 

g2286152 

55 

5.0e-22 

75 

93 

Zea mays cytoplasmic malate dehydrogenase mRNA, complete 
cds 



52538 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406722 

LIB3599-001-P1-N6-F6 

BLASTX 

g232161 

382 

1.0e-36 

118 
67 

19 KD GLOBULIN PRECURSOR (ALPHA-GLOBULIN) 
>qi 68857 pir WMRZ19 19K globulin precursor - rice 
>gi_20159_emb_CAA45400_ (X63990) 19 kDa globulin precursor 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406723 

LIB3599-001-P1-N6-F8 

BLASTN 

g20211 

77 

7.0e-36 

77 
100 

0. sativa GluB-2 gene for glutelin 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



406724 

LIB3599-001-P1-N6-G1 

BLASTX 

g4115379 



BLAST score 


257 


E value 


5.0e-22 


Match length 


124 


% identity 


43 


NCBI Description 


(AC005967) putative carbonyl reductase 




thaliana] 


Seq. No. 


406725 


Seq. ID 


LIB3599-001-P1-N6-G12 


Method 


BLASTX 


NCBI GI 


g3885888 


BLAST score 


189 


E value 


5.0e-14 


Match length 


39 


% identity 


97 


NCBI Description 


(AF0 93632) high mobility group protein 


Seq. No. 


406726 


Seq. ID 


LIB3599-001-P1-N6-G2 


Method 


BLASTN 


NCBI GI 


g303856 


BLAST score 


205 


E value 


1.0e-lll 


Match length 


205 


% identity 


100 


NCBI Description 


Rice mRNA for ubiquitin protein fused 




protein, complete cds 



[Arabidopsis 



a ribosomal 



Seq. No. 



406727 



52539 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3599-001-P1-N6-G3 

BLASTX 

g544399 

800 

1.0e-85 

157 
99 

GLUTELIN TYPE-B 1 PRECURSOR >gi_82472_pir S04073 glutelin 

precursor (clone pREEKl) - rice >gi_100677_pir S177 62 

glutelin gluB-1 precursor - rice >gi_20210_emb_CAA38212_ 

(X54314) glutelin [Oryza sativa] >gi_20223_emb_CAA327 06_ 

(X14568) preglutelin [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406728 

LIB3599-001-P1-N6-G7 

BLASTX 

g82502 

352 

4.0e-33 

124 

63 

prolamin precursor (clone pX24) - rice 

>gi_20304_emb_CAA37850_ (X53857) prolamin [Oryza sativa] 
40,6729 

LIB3599-001-P1-N6-H10 

BLASTX 

g544400 

680 

1.0e-71 

132 

99 

GLUTELIN TYPE-B 2 PRECURSOR >gi_10067 6_pir S17763 glutelin 

gluB-2 precursor - rice >gi_20212_emb_CAA38110_ (X54192) 
glutelin [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406730 

LIB3599-001-P1-N6-H11 

BLASTX 

g4529972 

385 

5.0e-37 

111 

66 

(AC002330) putative chloroplast outer envelope 86-like 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406731 

LIB3599-001-P1-N6-H2 

BLASTX 

g4126693 

352 

4.0e-33 

124 

63 

(AB016504) prolamin [Oryza sativa] 



52540 



0 



beq. No. 


A n £7 ^9 




T.TPnSQQ-OOl -PI -N6-H4 


Method 


JDlifiO I A 


NCBI GI 




BLAST score 


426 


E value 


7.0e-42 


riaLcn iengn.n 


;?l 


% identity 


y 0 


NCBI Description 


4Ub KlDUbUlYLrtij irKUiUjllN ojii 


/ Lj _L 40 Jl <wUJ J DnrtU JU J J 


beq. no. 




q on TTl 

oeq. xjj 


T TR3SQQ-001 -PI -KT6-H6 


jMetnoa. 


X3i-irlO 1 A 


NCBI GI 


gll51244 


BLAST score 


242 


TP tt ^ 1 n 

Hj Value 




waxen lengrn 


S3 7 
£5 f 


% identity 


R9 


jnujdx uebciript iuu 


/n43377^ nTP-hinHinn nml - ! 

V UIOO ( 1 J Oil U-Lil^-i.Xliy piUU' 


Seq. No. 


A f\ cn "3 A 


oeq. lu 


T TR^SQQ-Oni -PI -KI6-HR 

iilDJJJJ UU1 IT J. IN v IlO 




oi-iriO ± A 






BLAST score 


473 


E value 


2.0e-47 


Match length 


89 


% identity 


97 


NCBI Description 


ALPHA- AMYLASE PRECURSOR ( 



-ALPHA-D-GLUCAN 

GLUCANOH YDROLAS E ) (ISOZYME IB) >gi_100660_pir S10013 

alpha-amylase (EC 3.2.1.1) 1 precursor (clone lambda-0Sg2 ) 
- rice >gi_20167_emb_CAA34516_ (X16509) alpha-amylase 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406735 

LIB3599-002-P1-N6-A3 

BLASTX 

g4126693 

197 

2.0e-15 

52 

73 

(AB016504) prolamin [Oryza sativa] 
406736 

LIB3599-002-P1-N6-A4 

BLASTX 

gl21469 

295 

1.0e-26 

69 

84 

GLUTELIN TYPE I PRECURSOR (CLONE PREE 

>gi_82474_pir SO 6350 glutelin type I 

pREE61) - rice >gi_20215_emb_CAA29149_ 
[Oryza sativa] 



61) 

precursor (clone 
(X05661) glutelin 



52541 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406737 

LIB3599-002-P1-N6-B4 

BLASTX 

g2118430 

563 

6.0e-58 

107 

94 

allergen RA16 precursor - rice >gi_1398916_dbj_BAA07712_ 
(D42141) allergenic protein [Oryza sativa] 

406738 

LIB3599-002-P1-N6-B5 

BLASTX 

gl620753 

366 

6.0e-35 

78 

87 

(U72942) proteinase inhibitor [Oryza sativa] 
>gi_2829212_gb_AAC00503_ (AF044059) proteinase inhibitor 
[Oryza sativa] >gi_6063551_dbj_BAA85411 . 1_ (AP000615) ESTs 
AU069800(E3445) / AU078204(E11809) correspond to a region of 
the predicted gene.; similar to proteinase inhibitor. 
(AF044059) [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406739 

LIB3599-002-P1-N6-C2 

BLASTN 

g5295987 

197 

1.0e-107 

224 

96 

Oryza sativa mRNA for MADS box-like protein, complete cds, 
clone:S10304 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



406740 

LIB3599-002-P1-N6-C3 

BLASTX 

gl620753 

389 

1.0e-37 

81 

88 

(U72942) proteinase inhibitor [Oryza sativa] 
>gi_2829212_gb_AAC00503_ (AF044059) proteinase inhibitor 
[Oryza sativa] >gi_6063551_dbj_BAA85411 . 1_ (AP000615) ESTs 
AU069800(E3445) ,AU0782G4 (E11809) correspond to a region of 
the predicted gene.; similar to proteinase inhibitor. 
(AF044059) [Oryza sativa] 

406741 

LIB3599-002-P1-N6-C4 

BLASTX 

gll84112 



52542 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBl GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



<fl> 

457 

1.0e-45 

117 
79 

(U46138) 



Zn-induced protein [Oryza sativa] 



406742 

LIB3599-002-P1-N6-C9 

BLASTX 

gl69805 

182 

1.0e-13 

37 
95 

(L12252) [Oryza sativa DNA fragment with a miscellaneous 
signal and an open reading frame. ] 7 gene product [Oryza 
sativa] 

406743 

LIB3599-002-P1-N6-D1 

BLASTX 

g4126691 

194 

5.0e-15 

82 
54 

(AB016503) prolamin [Oryza sativa] 
406744 

LIB3599-002-P1-N6-D10 

BLASTX 

g4126687 

422 

1.0e-41 

96 
85 

(AB016501) glutelin [Oryza sativa] 
406745 

LIB3599-002-P1-N6-D7 

BLASTX 

g6056373 

413 

2.0e-40 

89 
88 

(AC009894) elongation factor EF-2 [Arabidopsis thaliana] 
406746 

LIB3599-002-P1-N6-D8 

BLASTX 

g2245086 

370 

3.0e-35 

104 

71 

(Z97343) hypothetical protein [Arabidopsis thaliana] 



52543 



Qprr No 


406747 


Sea ID 


LIB3599-002-P1-N6-D9 


Method 


BLASTX 


NCBI GI 


g4126693 


DJjriij 1 ouuic 


370 




2 Oe-35 


LXiciuwIl Xtrliy UI1 


X U V 


@r i ripn t" "i t" v 


73 


NffRT Plo c r~ 4 tit" t f"\n 
INVwJDX LVt? oOX XJJ L, X Wii 


(AR01fiS04} nrolamin FOrvza satival 


S^a No 


406748 


Seq. ID 


LIB3599-002-P1-N6-E10 


Method 


BLASTN 


NCBI GI 


gl835728 


.DXi-rlO J. ouuic 


71 


£j v dl Lit; 


8 . Oe-32 


i/ICf. L. v— II XCilLJ Ull 


83 


% -i (ipnt i t" v 


96 


iNODX UcbCIipLlUil 


caf Tiha^mnal nrntpi n ttiRNA 

Lyx y Ziu odUJ. va i. jLUvOUiiLai ^jj. u lcxii illluxx^j 


O C ^ * IN \J . 


406749 


cjprr TD 


LIB3599-002-P1-N6-E2 


Mp"hhinH 


BLASTX 


NCBI GI 


g3851003 


BLAST score 


178 


TP TT 5 1 11 

£j YalUc 


fx O'p-1 ^ 


i v ia.T_cn xeriyxii 


/ o 


-6 xGenxxT-y 


fi .7 


IN^OX JJtsoOX XjL> L.XUI1 


(AFOfiQQTfH nvrnv^fp dpfavriroapn^sp E 








406750 


^prr TH 

JCl^ * If 


LIB3599-002-P1-N6-E3 


M^T"h/""»H 

L iC L11UU 


RT.A^TN 


NCBI GI 


g4680335 


BLAST score 


152 


T73 1 11 o 
I-i V OX LIG 


6 Oe-80 




287 


x> XxJiClI L.X L.y 




NPRT Dp^rri d1~ i on 

LN J— ' J. O ^ J L Ks XU11 


Oryza sativa subsp. indlca BAC clon.' 






Qprr Na 


406751 


Seq. ID 


LIB3599-002-P1-N6-E4 


Method 


BLASTN 


NCBI GI 


g2305112 


BLAST score 


81 


E value 


1.0e-37 


Match length 


223 



complete cds 



% identity 

NCBI Description 



90 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 
Seq. ID 
Method 



406752 

LIB3599-002-P1-N6-E5 
BLASTX 



52544 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g225959 
482 

1.0e-48 

94 

100 

glutelin [Oryza sativa] 
406753 

LIB3599-002-P1-N6-E6 

BLASTX 

gl21477 

485 

7.0e-49 

97 

98 

GLUTELIN PRECURSOR >gi_82471_pir S05443 glutelin precursor 

(clone lambda-RG21) - rice >gi_20227_emb_CAA32566_ (X14393) 
preprolglutelin (AA -24 to 476) [Oryza sativa] 
>gi_226767_prf 1604474A glutelin [Oryza sativa] 

406754 

LIB3599-002-P1-N6-E8 

BLASTX 

gl69805 

219 

7.0e-18 

42 
100 

(L12252) [Oryza sativa DNA fragment with a miscellaneous 
signal and an open reading frame.], gene product [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406755 

LIB3599-002-P1-N6-E9 

BLASTX 

g!351014 

363 

2.0e-34 

73 
96 

40S RIBOSOMAL PROTEIN S8 >gi_968902_db j_BAA07207_ (D38010) 
ribosomal protein S8 [Oryza sativa] 

406756 

LIB3599-002-P1-N6-F2 

BLASTX 

gl21469 

605 

7.0e-63 

121 

98 

GLUTELIN TYPE I PRECURSOR (CLONE PREE 61) 

>gi_82474_pir S06350 glutelin type I precursor (clone 

pREE61) - rice >gi_20215_emb_CAA2914 9_ (X05661) glutelin 
[Oryza sativa] 



Seq. No. 



406757 



52545 





nil 

w 


Seq. ID 


LIB3599-002-P1-N6-F4 


Method 


BLASTN 


NCBI GI 


g20231 


BLAST score 


72 


E value 


1.0e-32 


ixiaticn xengTin 


1 9fi 

iiU 


% identity 


90 


NCBI Description 


Rice mRNA for glutelin 


Seq. No. 


406758 


Seq. ID 


LIB3599-002-P1-N6-F5 


Method 


BLASTX 


NCBI GI 


g232161 


BLAST score 


150 


E value 


2.0e-09 


Match length 


37 


% identity 


78 


NCBI Description 


19 KD GLOBULIN PRECURS' 






>gi~2 015 9~emb][CAA4 5400 




[Oryza sativa] 


Seq. No. 


406759 


Seq. ID 


LIB3599-002-P1-N6-F6 


Method 


BLASTX 


NCBI GI 


gl21477 


BLAST score 


622 


E value 


7.0e-65 


Match length 


124 



OR (ALPHA-GLOBULIN) 
19K globulin precursor - rice 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 

GLUTELIN PRECURSOR >gi_82471_pir S05443 glutelin precursor 

(clone lambda-RG21) - rice >gi_20227_emb_CAA32566_ (X14393) 
preprolglutelin (AA -24 to 476) [Oryza sativa] 
>gi_226767_prf 1604474A glutelin [Oryza sativa] 

406760 

LIB3599-002-P1-N6-F7 

BLASTX 

g82502 

366 

9.0e-35 

131 

63 

prolamin precursor (clone pX24) - rice 

>gi_20304__emb_CAA37850_ (X53857) prolamin [Oryza sativa] 
406761 

LIB3599-002-P1-N6-F8 

BLASTX 

g4126693 

397 

2.0e-38 

124 

68 

(AB016504) prolamin [Oryza sativa] 



Seq. No. 



406762 



52546 



Seq. ID 


LIB3599-002-P1-N6-G3 


Method 


BLASTX 


NCBI GI 


g2305113 


BLAST score 


277 




2.0e-24 


Match lencrth 


65 




74 


NCBI DescriDtion 

liwU -L. i— ' W u -L, K<r l*- -JL, \^ A X 


(AF009959) irietallothionein-like protein [Oryza sativa] 




406763 


Sea ID 


LIB3599-002-P1-N6-G4 


Method 


BLASTN 


NCBI GI 


a2984708 


BLAST score 


61 


E value 


2.0e-25 


Match length 


116 


% identitv 


88 


NCBI Description 


Zea mays DnaJ-related protein ZMDJ1 (mdJl) gene 7 complete 




pHc >ai 5996689 ab AR066473 1 AR066473 Seauence 2 from 




Datent US 


kJ C; ^ • 1H • 


406764 


Seq. ID 


LIB3599-002-P1-N6-G6 


Method 


BLASTX 


NCBI GI 


a4469020 


BLAST score 


243 


E value 


2.0e-20 




55 


2- -i Hpirh t +• \t 


84 

o r± 




/ ZXT.n'^R^n'? ^ "011+* afi tto T\T*o i f~ oi n /" f ra rrm on 1- \ f A v a "i Hon^ i c; 




1~h a 1 i ana 1 




4 067 6^ 


Sea ID 


LIB3599-002-P1-N6-G7 


Method 


BLASTX 


NCBI GI 


g2104681 


BLAST score 


158 


it va 1 hp 

j_t v a _i_ la v 


2 . Oe-10 


Match 1 pncrth 


92 


S~ *i Hpni"i 
o xv-i-di i. .l l. y 


43 


NCBI Description 


(X97907) transcription factor [Vicia faba] 


Qciri Mr* 

tJ • Vi • 


406766 


Sea ID 


LIB3599-002-P1-N6-G8 


Method 


BLASTX 


NCBI GI 


a82452 


BLAST score 


392 


F. va 1 np 

J— > V UXUC 


7 Oe-38 


Match length 


132 


% identity 


66 




nyrtl ami Ti *1 "WC t^t^o^it o o >^ ^/^Tono "1 aTnV^H a — \ v n 
£JX U-LcilLLXIl XOJa picOUXbUX CJ-Ullc J.alLUJCJ.a. sSXrlC. } X _L(_fc3 




>gi 218187 dbj BAA01981 (D11385) prolamin [Oryza sativa] 




>gi~251077~bbs~108647 (S39468) 13 kda prolamin [Oryza 




sativa] 


Seq. No. 


406767 


Seq. ID 


LIB3599-002-P1-N6-H4 



52547 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4126687 

352 

2.0e-44 

95 

100 

(AB016501) 



glutelin [Oryza sativa] 



406768 

jC-osleLIB3474037a01al 

BLASTX 

g4097522 

478 

8.0e-48 

158 

59 

(U63534) cinnamyl alcohol dehydrogenase 
ananassa] 



[Fragaria x 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



406769 

jC-osleLIB3474037a02al 

BLASTX 

gll70619 

471 

5.0e-47 

108 

83 

KINESIN-LIKE PROTEIN A >gi_479594_pir S34830 

kinesin-related protein katA - Arabidopsis thaliana 
>gi_303502_dbj_BAA01972_ (D11371) kinesin-like motor 
protein heavy chain [Arabidopsis thaliana] 
>gi_2911084_emb_CAA17546. 1__ (AL021960) kinesin-related 
protein katA [Arabidopsis thaliana] 

406770 

jC-osleLIB3474037a03al 

BLASTX 

g693920 

289 

8.0e-26 

69 

81 

(D21113) chlorophyll a/b binding protein [Solanum 
tuberosum] 

406771 

jC-osleLIB3474037a05al 

BLASTX 

g81601 

228 

2.0e-18 

66 

65 

chaperonin 60 beta - Arabidopsis thaliana 
406772 

jC-osleLIB3474037a06al 



52548 



^Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl362066 

397 

2.0e-41 

142 

73 

small GTP-binding protein - garden pea 

>gi_871510_emb_CAA90080_ (249900) small GTP-binding protein 
[Pisum sativum] 

406773 

jC-osleLIB3474037a07al 

BLASTX 

g461753 

524 

2.0e-53 

126 

81 

ATP-DEPENDENT CLP PROTEASE ATP-BINDING SUBUNIT 

PRECURSOR >gi_419773_pir S31164 ATP-dependent 

proteinase regulatory chain homolog precursor, 
- garden pea >gi_169128 (L09547) nuclear encoded precursor 
to chloroplast protein [Pisum sativum] 



CLPA HOMOLOG 
ClpB 

chloroplast 



406774 

jC-osleLIB3474037al0al 

BLASTX 

g6056199 

455 

4.0e-45 

173 

49 

(AC009400) unknown protein [Arabidopsis thaliana] 
406775 

jC-osleLIB3474037allal 

BLASTX 

g2062169 

339 

1.0e-31 

106 
58 

(AC001645) ABC transporter (PDR5-like) isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406776 

jC-osleLIB3474037al2al 

BLASTX 

g3024432 

466 

2.0e-46 

91 

100 

PROTEASOME ALPHA SUBUNIT {MULTICATALYTIC ENDOPEPTIDASE 
COMPLEX ALPHA SUBUNIT) >gi_JL930070 (U92540) proteasome 
alpha subunit [Oryza sativa] 



52549 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406777 

jC-osleLIB3474037b01al 

BLASTX 

g4371296 

239 

9.0e-20 

166 

36 

(AC006260) 
thaliana] 



putative receptor protein kinase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406778 

jC-osleLIB3474037b04al 

BLASTX 

g3927836 

205 

8.0e-16 

114 

36 

(AC005727) unknown protein [Arabidopsis thaliana] 
406779 

jC-osleLIB3474037b05al 

BLASTX 

gl345946 

432 

2.0e-42 

101 

79 

3-OXOACYL- [ACYL-CARRIER- PROTEIN] SYNTHASE III PRECURSOR 
(BETA-KETOACYL-ACP SYNTHASE III) (KAS III) 

>gi_541820_pir JQ2386 3-oxoacyl- [acyl-carrier-protein] 

synthase (EC 2.3.1.41) III precursor, chloroplast - spinach 
>gi_311686_emb_CAA80452_ (Z22771) 3-ketoacyl-acyl carrier 
protein synthase III (KAS III) [Spinacia oleracea] 

406780 

jC-osleLIB3474037b07al 

BLASTX 

g4887620 

564 

6.0e-58 

108 

98 

(AB007629) homeobox gene [Oryza sativa] 
406781 

jC-osleLIB3474037b08al 

BLASTX 

g4508068 

297 

8.0e-27 

115 
56 

(AC005882) 



3063 [Arabidopsis thaliana] 



Seq. No. 



406782 



52550 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-osleLIB3474037bllal 

BLASTX 

gl00598 

618 

3.0e-64 

155 

79 

ubiquitin / ribosomal protein S27a-1 
(M60175) ubiquitin [Hordeum vulgare] 



- barley >gi_167073 



406783 

jC-osleLIB3474037bl2al 

BLASTX 

g733454 

504 

6.0e-51 

116 
85 

(U23188) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 

406784 

jC-osleLIB3474037c01al 

BLASTX 

g2565436 

587 

2.0e-60 

131 

87 

(AF028842) DegP protease precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406785 

jC-osleLIB3474037c03al 

BLASTX 

g549986 

450 

2.0e-44 

124 

70 

(U13149) 
ciliare] 



possible apospory-associated protein [Pennisetum 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



406786 

jC-osleLIB3474037c06al 

BLASTX 

g693918 

588 

9.0e-61 

132 
83 

(U21112) chlorophyll a/b binding protein 
tuberosum] 

406787 

jC-osleLIB3474037c08al 

BLASTX 

g419742 



[Solanum 



52551 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity , 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

S-eq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



694 

-4.0e-73 
137 
94 

protochlorophyllide reductase 
loblolly pine 



(EC 1.3.1.33) precursor - 



406788 

jC-osleLIB3474037c09al 

BLASTX 

g4337025 

350 

8.0e-33 

106 

63 

(AF123253) AIM1 protein [Arabidopsis thaliana] 
>gi_4 972047_emb_CAB43915.1_ (AL078470) AIM1 protein 
[Arabidopsis thaliana] 

406789 

jC-osleLIB3474037cl0al 

BLASTX 

gl67097 

387 

1.0e-4 9 

124 

80 

(M55449) ribulose 1, 5-bisphosphate carboxylase activase 
[Hordeum vulgare] 

406790 

jC-osleLIB3474037cllal 

BLASTX 

g4185139 

165 

2-0e-ll 

43 
67 

(AC005724) 
thaliana] 



putative diacylglycerol kinase [Arabidopsis 



406791 

jC-osleLIB3474037d01al 

BLASTX 

g2407279 

731 

2.0e-77 

140 

100 

(AF017362) aldolase [Oryza sativa] 
406792 

jC-osleLIB3474037d02al 

BLASTX 

g5734748 

161 

1.0e-10 



52552 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity ■ 

NCBI Description 



92 
35 

(AC007651) Unknown protein [Arabidopsis thaliana] 
406793 

jC-osleLIB3474037d05al 

BLASTX 

gl!5787 

503 

9.0e-51 

97 

99 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

406794 

jC-osleLIB3474037d06al 

BLASTX 

gl084455 

516 

3.0e-52 

111 

90 

peptidylprolyl isomerase {EC 5.2.1.8) Cyp2 - rice 
>gi_600767 (L29469) cyclophilin 2 [Oryza sativa] 

406795 

jC-osleLIB3474037d07al 

BLASTX 

g5729708 

501 

2.0e-50 

122 

75 

(AC007927), 
peroxidase 



putative phospholipid hydroperoxide glutathione 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



406796 

jC-osleLIB3474037d08al 

BLASTX 

g3281853 

164 

3.0e-ll 

48 

67 

(AL031004) putative protein [Arabidopsis thaliana] 
406797 

jC-osleLIB3474037e01al 

BLASTX 

g4325342 

170 

1.0e-ll 

38 



52553 



© 



% identity 79 

NCBI Description (AF128393) No definition line found [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406798 

jC-osleLIB3474037e02al 

BLASTX 

gl36640 

400 

8.0e-39 

92 

80 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_170785 (M62720) 
ubiquitin carrier protein [Triticum aestivum] 

406799 

jC-osleLIB3474037e04al 

BLASTX 

g4809266 

585 

2.0e-60 

118 

21 

(AF148448) polyubiquitin [Sporobolus stapfianus] 
406800 

jC-osleLIB3474037e06al 

BLASTX 

g6093671 

198 

4.0e-15 

80 

49 

CATIONIC PEROXIDASE 
cationic peroxidase 



1 PRECURSOR >gi_1491776 (M37636) 
[Arachis hypogaea] 



406801 

jC-osleLIB3474037e07al 

BLASTX 

g3281853 

304 

2.0e-27 

97 

73 

(AL031004) putative protein [Arabidopsis thaliana] 
406802 

jC-osleLIB3474037e08al 

BLASTX 

g5081555 

358 

1.0e-33 

182 
48 

(AF132001) PHAP2A protein [Petunia x hybrida] 



Seq. No. 



406803 



52554 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-osleLIB3474037e09al 

BLASTX 

g6063544 

279 

1.0e-24 

49 

100 

(AP000615) similar to , Arabidopsis thaliana chromosome 2, 
BAC clone F504 . (AC005936) [Oryza sativa] 

406804 

jC-osleLIB3474037el0al 

BLASTX 

g2454182 

367 

7.0e-35 

84 

83 

(U80185) pyruvate dehydrogenase El alpha subunit 
[Arabidopsis thaliana] 

406805 

jC-osleLIB3474037ellal 

BLASTX 

g2129578 

741 

9.0e-79 

176 

81 

dTDP-glucose 4-6-dehydratases homolog - Arabidopsis 
thaliana >gi_928932_emb_CAA89205_ (Z49239) homolog of 
dTDP-glucose 4-6-dehydratases [Arabidopsis thaliana] 

>gi_1585435_prf 2124427B diamide resistance gene 

[Arabidopsis thaliana] 

406806 

jC-osleLIB3474037f01al 

BLASTX 

gl67097 

265 

1.0e-35 

92 

83 

(M55449) ribulose 1, 5-bisphosphate carboxylase activase 
[Hordeum vulgare] 

406807 

jC-osleLIB3474037f02al 

BLASTX 

g548851 

169 

7.0e-12 

60 

57 

4 OS RIBOSOMAL PROTEIN S20 >gi_481226_pir S38356 ribosomal 

protein S20 - rice >gi_391875_dbj_BAA02157_ (D12632) 40S 
subunit ribosomal protein [Oryza sativa] 



52555 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406808 

jC-osleLIB34 74037f06al 

BLASTX 

gl076724 

342 

8.0e-47 

114 
82 

LHCI-680, photosystem I antenna protein - barley 
>gi_666054_emb_CAA59049_ (X84308) LHCI-680, photosystem I 
antenna protein [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406809 

jC-osleLIB3474037f09al 

BLASTX 

g4325342 

156 

5.0e-10 

33 

82 

(AF128393) No definition line found [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406810 

jC-osleLIB3474037fl0al 

BLASTX 

g2501190 

294 

2.0e-26 

78 

79 

THIAMINE BIOSYNTHETIC ENZYME 1-2 PRECURSOR 

>gi_2130147_pir S61420 thiamine biosynthetic enzyme thil-2 

- maize >gi_596080 (U17351) thiamine biosynthetic enzyme 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406811 

jC-osleLIB3474037fllal 

BLASTX 

g5354194 

320 

3.0e-29 

141 

44 

(AF157493) 
mobilis] 



membrane alanyl aminopeptidase [Zymomonas 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406812 

jC-osleLIB3474037fl2al 

BLASTN 

g6013290 

92 

4.0e-44 

191 

88 

Oryza sativa polyubiquitin 



(RUBQ2) gene, complete cds 



52556 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406813 

jC-osleLIB3474037g01al 

BLASTX 

g3075488 

479 

5.0e-48 

93 

99 

(AF058796) chlorophyll a/b-binding protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406814 

jC-osleLIB3474037g03al 

BLASTX 

g2827637 

147 

4.0e-09 

88 

39 

(AL021636) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406815 

jC-osleLIB3474037gl0al 

BLASTX 

gl00525 

544 

1.0e-55 

108 
23 

ubiquitin precursor UbB2 - common sunflower (fragment) 
>gi_18803_emb_CAA40323_ (X57003) polyubiquitin protein 
[Helianthus annuus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406816 

jC-osleLIB3474037h01al 

BLASTX 

g4079798 

356 

1.0e-33 

78 

88 

(AF052203) 
sativa] 



23 kDa polypeptide of photosystem II [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406817 

jC-osleLIB34 74037h02al 

BLASTN 

g218154 

106 

2.0e-52 

186 

100 

Oryza sativa gene for cytoplasmic aldolase, complete cds, 
clone :Aldp 



Seq. No. 
Seq. ID 
Method 



406818 

jC-osleLIB3474037h03al 
BLASTX 



52557 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g548605 
478 

5.0e-48 

109 

88 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT X PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 

>gi_539055_jpir A48527 photosystem I protein psaK precursc 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 

406819 

jC-osleLIB3474037h04al 

BLASTX 

g3746067 

258 

6.0e-22 

60 

80 

(AC005311) hypothetical protein 



[Arabidopsis thaliana] 



406820 

jC-osleLIB3474037h05al 

BLASTX 

g2462750 

371 

2.0e-35 

96 

70 

(AC002292) Highly similar to auxin-induced protein 
(aldo/keto reductase family) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406821 

jC-osleLIB3474037h09al 

BLASTN 

g5852170 

531 

0.0e+00 

547 

99 

Oryza sativa indica(GLA4) 
clone:tl7804 



genomic DNA, chromosome 4, BAC 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406822 

jC-osleLIB3474037hl2al 

BLASTX 

g693920 

414 

2.0e-40 

78 

100 

(U21113) chlorophyll a/b binding protein 
tuberosum] 



[Solanum 



Seq. No. 
Seq. ID 
Method 



406823 

uC-osflM2020114a02al 
BLASTN 



52558 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
. Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3298473 
363 

0.0e+00 

415 

97 

Oryza sativa gene for ovpl, complete cds 
406824 

uC-osflM2020114a05al 

BLASTN 

g5042437 

41 

1.0e-13 

149 

82 

Oryza sativa BAC T49B20 genomic sequence, 



complete sequence 



406825 

uC-osflM2020114a08al 

BLASTX 

g5902382 

366 

1.0e-34 

137 
50 

(AC009322) Unknown protein [Arabidopsis thaliana] 
406826 

uC-osflM2020114al0al 

BLASTX 

g289920 

294 

2.0e-26 

57 
98 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406827 

uC-osflM2020114allal 

BLASTN 

g!132482 

299 

1.0e-167 

403 

93 

Rice mRNA for ADP-ribosylation factor, 



complete cds 



406828 

uC-osflM2020114b01al 

BLASTX 

g2194131 

336 

2.0e-31 

83 

77 

(AC002062) Similar to Synechocystis antiviral protein 
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0 



(gb_D90917) . [Arabidopsis thaliana] 



Sea No 


406829 


Seq. ID 


uC-osflM2020114b02al 


Method 


BLAST N 


NCBI GI 


g4159705 


BLAST score 


36 


F. va 1 np 


1 . 0e-10 


lid. COll Lli 


76 




87 




.ttX CLXJ-l^^XV^ D X O L.11C1J LCLllO. \a dl\yllLLX L/lN.rt j IX wlLL^O^lLl™ f XT X ' 




VTrZFlP r^rWfXT^i 1 G+*0 oarfllPTlPP 


Seer. No. 


406830 


Sea ID 




Method 


BLASTX 


NCBI GI 


g4666287 


RT.AST <?rr>rp 

J-JXl-TlkJ X 


342 


F ~\TZ\ 1 HP 

Hj v ax \jLXi 




L Id L. X -LCI iy L. 1 1 




S: -j Hpnt* i t v 


99 


lN^iDX uescx ipexon 


\UOD / ) CyiOSOllC IIlOnOQSnyarOaSCOxJJaLc xGClUCT-cioC t' 




sativa ] 


Sea No 


406831 

^ VUU JX 


Seq. ID 


uC-osflM2020114b08al 


Method 


BLASTN 




/ u Ji4 


DiinOl oLUIc 


.7 X 


Hj value 


1 Ho— 1 £"3 
_L . Uc IOj 


L 1CL L. Ul 1 X Cliy L. 11 


J JO 


^ lUciltxLy 


j D 
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Sea No 


406832 




n r- n qf 1 M?n^>01 1 4h1 9^1 

UDXXri^.U^UXX'iUXZ.aX 


Method 


BLASTX 


NCBI GI 


g4006882 


BLAST score 


164 


E value 


4.0e-ll 


Match length 


67 


% identity 


49 


NCBI Description 


(Z99707) UDP-glucuronyltransf erase-like protein 




[Arabidopsis thaliana] 



clone: 



[Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406833 

uC-osflM2020114c03al 

BLASTX 

g3360291 

427 

6.0e-42 

115 

73 

(AF023165) leucine-rich repeat transmembrane protein kinase 
2 [Zea mays] 



Seq. No. 



406834 



52560 



© 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-osflM2020114c05al 

BLASTX 

g559005 

326 

5.0e-31 

91 
76 

(U15933) ascorbate peroxidase 



[Nicotiana tabacum] 



406835 

uC-osflM2020114c06al 

BLASTN 

gl296954 

173 

2.0e-92 

317 

89 

O.sativa mRNA for novel protein, osr40cl 
406836 

uC~osflM2020114c09al 

BLASTX 

gll3222 

586 

3.0e-71 

149 
90 

ACT IN 1 
sativa] 



>gi_295885_emb_CAA33874_ (X15865) actin [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406837 

uC-osflM2020114cllal 

BLASTX 

g3036951 

444 

3.0e-45 

96 

94 

(AB012639) 
[Nicotiana 



light harvesting chlorophyll a/b-binding protein 
sylvestris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



406838 

uC-osflM2020114cl2al 

BLASTX 

gll84112 

378 

2.0e-36 

91 

81 

(U46138) Zn-induced protein [Oryza sativa] 
406839 

uC-osflM2020114d02al 

BLASTX 

g3789940 

170 

3.0e-24 
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Match length 

% identity 

NCBI Description 



O 

70 
24 

(AF093504) tetra-ubiquitin [Saccharum hybrid cultivar 
H32-8560] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406840 

uC-osflM2020114d05al 

BLASTX 

gl076746 

286 

2.0e-25 

90 

67 

heat shock protein 70 - 
>gi_7 6316 0_emb_CAA4 7 9 4 8_ 
[Oryza sativa] 

406841 

uC-osflM2020114d08al 

BLASTX 

g4538943 

147 

3.0e-09 

35 

74 

(AL049483) 
t ha liana] 



rice (fragment) 
(X67711) heat shock protein 70 



putative beta-galactosidase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406842 

uC-osflM2020114dl2al 

BLASTX 

g4490706 

168 

1.0e-14 

58 

59 

(AL035680) putative protein [Arabidopsis thaliana] 
406843 

uC-osflM2020114e02al 

BLASTX 

g2055262 

242 

3.0e-20 

109 

44 

(AB003194) chitinase lib [Oryza sativa] 
406844 

uC-osflM2020114e08al 

BLASTX 

g4337196 

548 

6.0e-61 

156 

76 

(AC006403) putative serine/threonine receptor kinase 



52562 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] 
406845 

uC-osflM2020114el0al 

BLASTX 

g3096910 

173 

4.0e-12 

84 
42 

(AJ005813) 
thaliana] 



neoxanthin cleavage enzyme [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406846 

uC-osflM2020114f02al 

BLASTX 

g218157 

189 

4.0e-14 

42 
88 

(D13512) cytoplasmic aldolase 



406847 

uC-osflM2020114f03al 

BLASTN 

g6016845 

83 

1.0e-38 

307 
92 

Oryza sativa genomic 



[Oryza sativa] 



DNA, chromosome 1, clone : P0711E10 



406848 

uC-osflM2020114f04al 

BLASTX 

g3850573 

162 

5.0e-ll 

74 
46 

(AC005278) Similar to gi_1652733 glycogen operon protein 
GlgX from Synechocystis sp. genome gb_D90908. ESTs 
gb_H36690, gb_AA712462, gb_AA651230 and gb_N95932 come from 
this gene. [Arabidopsis thaliana] 

406849 

uC-osflM2020114f06al 

BLASTX 

g3643607 

225 

3.0e-18 

61 

70 

(AC005395) unknown protein [Arabidopsis thaliana] 



Seq. No. 



406850 



52563 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4D 



uC-os f 1M2 020114 fllal 

BLASTX 

g5915857 

222 

1.0e-33 

88 

85 

CYTOCHROME P450 98A1 >gi_2766448 
CYP98A1 [Sorghum bicolor] 



(AF029856) cytochrome P450 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406851 

uC-osflM2020114g03al 

BLASTX 

g3061269 

351 

4.0e-33 

82 
84 

(AB012855) chitinase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406852 

uC-osflM2020114g04al 

BLASTN 

g5852170 

39 

2.0e-12 

43 

98 

Oryza sativa indica(GLA4) genomic DNA, chromosome 4, BAC 
clone:t!7804 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406853 

uC-osflM2020114g09al 

BLASTX 

g2494128 

162 

6.0e-ll 
42 
67 

(AC002376) 
thaliana] 



EST gb_T43244 comes from this gene. [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406854 

uC-osflM2020114gl0al 

BLASTX 

gl730560 

375 

7.0e-36 

78 

87 

ALPHA-GLUCAN PHOSPHORYLASE, 
H) >gi_ 510932 emb CAA84494 



H ISOZYME (STARCH PHOSPHORYLASE 
(Z35117) alpha 1,4-glucan 



phosphorylase type H [Vicia faba] 



Seq. No. 
Seq. ID 
Method 



406855 

uC-osflM2020114h02al 
BLASTX 



52564 



0 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g733456 
402 

3.0e-39 

81 

95 

(U23189) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 

406856 

uC-osflM2020114h05al 

BLASTX 

g4417280 

173 

3.0e-12 

69 

57 

(AC007019) putative ATP synthase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406857 

uC-osflM2020114h07al 

BLASTX 

g829283 

161 

5.0e-ll 

36 

89 

(Z15018) heat shock protein hsp82 



[Oryza sativa] 



406858 

uC-osflM2020114h08al 

BLASTX 

g4531444 

248 

2.0e-24 

118 

58 

(AC006224) putative protein kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406859 

uC-osflM2020116a05al 

BLASTX 

gll36120 

157 

1.0e-10 

32 

94 

(X91806) alpha-tubulin [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406860 

uC-osflM2020116a07al 

BLASTN 

g6016845 

78 

8.0e-36 

146 

88 

Oryza sativa genomic DNA, 



chromosome 1, clone : P0711E10 



52565 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406861 

uC-osflM2020116allal 

BLASTX 

gl362147 

217 

1.0e-17 

49 

84 

hypothetical protein (clone AFD1) 
>gi__726471 (U19996) putative ORF1 



- wild oat (fragment) 
[Avena fatua] 



Seq. No. 

Seq. ID 

Method 

NCBI GI ' 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406862 

uC-osflM2020116b04al 

BLASTX 

g2446981 

190 

2.0e-14 

49 
71 

(AB005560) AtGDI2 [Arabidopsis thaliana] 
>gi_2569936_emb_CAA04727_ (AJ001397) GDI2 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406863 

uC-osflM2020116b05al 

BLASTN 

g430946 

41 

1.0e-13 

65 

91 

Arabidopsis thaliana PSI type III chlorophyll a/b-binding 
protein (Lhca3*l) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406864 

uC-osflM2020116b07al 

BLASTN 

g20191 

325 

0.0e+00 

325 

100 

O.sativa mRNA for catalase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406865 

uC-osflM2020116c09al 

BLASTN 

g5042437 

135 

8.0e-70 

323 

85 

Oryza sativa BAC T49B20 



genomic sequence, complete sequence 



Seq. No. 
Seq. ID 



406866 

uC-osflM2020116d01al 



52566 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g5802606 

186 

5.0e-14 

40 
82 

(AF174486) methylenetetrahydrof olate reductase [Zea mays] 
406867 

uC-osflM2020116e03al 

BLASTX 

g421916 

232 

2.0e-19 

43 
100 

chlorophyll a/b-binding protein - 
>gi_12582_emb_CAA48410_ (X68333) 
chlorophyll a /b binding protein 



English ivy (fragment) 
light harvesting 
[Hedera helix] 



Seq. No. 


406868 


Seq. ID 


uC-osflM2020116e05al 


Method 


BLASTN 


NCBI GI 


g20191 


BLAST score 


313 


E value 


1.0e-176 


Match length 


329 


% identity 


99 


NCBI Description 


O.sativa mRNA for catalase 


Seq. No. 


406869 


Seq. ID 


uC-osflM2020116e09al 


Method 


BLASTX 


NCBI GI 


g3036942 


BLAST score 


191 


E value 


1.0e-14 


Match length 


36 


% identity 


97 


NCBI Description 


(AB012636) light harvesting 




[Nicotiana sylvestris] 


Seq. No. 


406870 


Seq. ID 


uC-osflM2020116fl2al 


Method 


BLASTN 


NCBI GI 


g4666286 


BLAST score 


68 


E value 


8.0e-30 


Match length 


275 


% identity 


83 


NCBI Description 


Oryza sativa mRNA for cytos* 




reductase, complete cds 


Seq. No. 


406871 


Seq. ID 


uC-osflM2020116g08al 


Method 


BLASTX 


NCBI GI 


g5081779 


BLAST score 


184 



52567 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



9.0e-14 

42 

79 

(AF150630) cellulose synthase [Gossypium hirsutum] 
406872 

uC-osflM2020116gl0al 

BLASTX 

g5679841 

492 

7.0e~50 

113 

80 

{AJ243961) contains eukaryotic protein kinase domain 
PF_00069 [Oryza sativa] 

406873 

uC-osflM2020116h04al 

BLASTN 

g450548 

255 

1.0e-141 

255 

100 

0. sativa (pRSAM-1) gene for S-adenosyl methionine 
synthetase 



Seq. No. 


406874 


Seq. ID 


uC-osflM2020116h08al 


Method 


BLASTN 


NCBI GI 


g20191 


BLAST score 


340 


E value 


0.0e+00 


Match length 


340 


% identity 


100 


NCBI Description 


0. sativa mRNA for catalase 


Seq. No. 


406875 


Seq. ID 


uC-osflM2020117allal 


Method 


BLASTX 


NCBI GI 


g5051775 


BLAST score 


436 


E value 


5.0e-43 


Match length 


121 


% identity 


67 


NCBI Description 


(AL078637) putative protein 


Seq. No. 


406876 


Seq. ID 


uC-osflM2020117b03al 


Method 


BLASTX 


NCBI GI 


gl29591 


BLAST score 


188 


E value 


4.0e-14 


Match length 


38 


% identity 


89 


NCBI Description 


PHENYLALANINE AMMONIA-LYASE 



(XI 60 99} phenylalanine ammonia-lyase [Oryza sativa] 



52568 



€1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406877 

uC-osflM2020117b05al 

BLASTX 

g3540199 

316 

5.0e-29 

150 
47 

(AC004260) Putative monosaccharide transport protein 
[Arabidopsis thaliana] 

406878 

uC-osflM2020117b07al 

BLASTX 

gl351017 

216 

3.0e-17 

50 
86 

40S RIBOSOMAL PROTEIN S9 (S4) >gi_629697_pir S45375 

ribosomal protein S4 - common tobacco (fragment) 
>gi_443960__emb_CAA78463_ (Z14085) RIBOSOMAL PROTEIN S4 
[Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406879 

uC-osflM2020117b09al 

BLASTX 

g4033424 

159 

1.0e-10 

46 

74 

SOLUBLE INORGANIC PYROPHOSPHATASE {PYROPHOSPHATE 
PHOSPHO-HYDROLASE) (PPASE) >gi_2668746 (AF034947) 
pyrophosphatase [Zea mays] 



406880 

uC-osflM2020117bl0al 

BLASTX 

g2130069 

153 

6.0e-18 

61 

85 

catalase (EC 1.11.1.6) 



inorganic 



catA - rice 



>gi_1261858_dbj_BAA06232_ (D29966) catalase [Oryza sativa] 
406881 

uC-osflM2020117bl2al 

BLASTX 

g3335349 

185 

1.0e-13 

111 
40 

(AC004512) Similar to gb_U46691 putative chromatin 



52569 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



structure regulator (SUPT6H) from Homo sapiens. ESTs 
gb_T42908, gb_AA586170 and gb_AA395125 come from this gene, 
[Arabidopsis thaliana] 

406882 

uC-osflM2020117c02al 

BLASTX 

g2286153 

253 

1.0e-21 

64 

81 

(AF007581) cytoplasmic malate dehydrogenase [Zea mays] 



406883 

uC-osflM2020117c07al 

BLASTN 

g310316 

335 

0.0e+00 

397 

97 

Rice beta-tubulin (RTUB-1) 



mRNA, complete cds 



406884 

uC-osflM2020117c08al 

BLASTX 

g5262760 

228 

1.0e-18 

50 

94 

(AL080283) Beta-COP-like protein [Arabidopsis thaliana] 
406885 

uC-osflM2020117c09al 

BLASTN 

g6063530 

127 

6.0e-65 

226 

47 

Oryza sativa genomic DNA, 



chromosome 3, clone : P0043E01 



406886 

uC-osflM2020117cl0al 

BLASTX 

gl2282 

237 

7.0e-20 

83 

61 

(X01724) unidentified reading frame 
>gi_473512 (M27308) unknown protein 

406887 

uC-osflM2020117cllal 



[Spinacia oleracea] 
[Spinacia oleracea] 



52570 



o 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g5031281 

244 

1.0e-20 

51 

82 

(AF139499) 



unknown [Prunus armeniaca] 



406888 

uC-osflM2020117d03al 

BLASTX 

g464989 

188 

1.0e-22 

71 

70 

UBIQUITIN-LIKE PROTEIN >gi_4 84542_pir JQ2029 ubiquitin - 

Orgyia pseudotsugata nuclear polyhedrosis virus OpMNPV 
>gi_222221_dbj_BAA02639_ (D13375) ubiquitin [Orgyia 
pseudotsugata nuclear polyhedrosis virus] >gi_1911271 
(U75930) ubiquitin- like protein [Orgyia pseudotsugata 
nuclear polyhedrosis virus] 

406889 

uC-osflM2020117d04al 

BLASTX 

g3061269 

192 

9.0e-24 

72 

82 

(AB012855) chitinase [Oryza sativa] 
406890 

uC-osflM2020117d06al 

BLASTX 

gl35399 

156 

3.0e-10 

50 

62 

TUBULIN ALPHA- 1 CHAIN >gi_100716_pir S20758 tubulin 

alpha-1 chain - rice >gi_20379_emb_CAA77988_ (Z11931) alpha 
1 tubulin [Oryza sativa] >gi_1136124_emb_CAA62918_ (X91808) 
alfa-tubulin [Oryza sativa] 

406891 

uC-osflM2020117d09al 

BLASTX 

g4678346 

158 

1.0e-10 

48 

67 

(AL049659) putative protein [Arabidopsis thaliana] 



Seq. No. 



406892 



52571 



o 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



uC-osflM2020117dl2al 

BLASTX 

g2970051 

165 

2.0e-ll 

39 
79 

(AB012110) ARG10 [Vigna radiata] 
406893 

uC-osflM2020117e05al 

BLASTX 

g4678385 

317 

1.0e-31 

92 
82 

(AL04 9656) putative protein [Arabidopsis thaliana] 
406894 

uC-osflM2020117el0al 

BLASTX 

g2708532 

159 

2-0e-10 

57 
56 

(AF029351) putative RNA binding protein [Nicotiana tabacum] 
406895 

uC-osflM2020117el2al 

BLASTX 

gl!9640 

175 

2.0e-12 

101 

37 

1-AMINOCYCLOPROPANE-l-CARBOXYLATE OXIDASE HOMOLOG (PROTEIN 

E8) >gi_82109__pir S01642 ripening protein E8 - tomato 

>gi_19199_emb_CAA31789__ (X13437) E8 protein [Lycopersicon 
esculent urn] 

406896 

uC-osflM2020117f03al 

BLASTX 

g3850621 

252 

1.0e-21 

57 

84 

(Y15382) putative RNA binding protein [Arabidopsis 
thaliana] 

406897 

uC-osflM2020117f06al 

BLASTN 

g984040 



52572 



o 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



167 

8.0e-89 

219 

95 

Rice mRNA for EL 3 gene, complete cds 



406898 

uC-osflM2020117f08al 

BLASTN 

g984040 

232 

1.0e-127 

260 

98 

Rice mRNA for EL3 gene, 



complete cds 



406899 

uC-osflM2020117f09al 

BLASTX 

g3335359 

214 

3.0e-17 

55 

76 

(AC003028) unknown protein [Arabidopsis thaliana] 
406900 

uC-osflM2020117fl2al 

BLASTN 

g3218542 

34 

2.0e-09 

90 

84 

Oryza sativa AOXlb and AOXla genes, complete cds 
406901 

uC-osflM2020117g01al 

BLASTX 

g3660471 

320 

2.0e-29 

70 

81 

(AJ001809) succinate dehydrogenase flavoprotein alpha 
subunit [Arabidopsis thaliana] 

406902 

uC-osflM2020117g09al 

BLASTN 

g20191 

425 

0.0e+00 

461 

98 



NCBI Description 0. sativa mRNA for catalase 



52573 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406903 

uC-osflM2020117gllal 

BLASTX 

g6041837 

230 

7.0e-19 

103 

45 

(AC009853) hypothetical protein 



[Arabidopsis thaliana] 



406904 

uC-osflM2020118a06al 

BLASTX 

g283008 

363 

2.0e-40 

91 

96 

sucrose synthase (EC 2.4.1.13) - rice 

>gi_20366_emb_CAA46017_ (X64770) sucrose synthase [Oryza 
sativa] 

406905 

uC-osflM2020118a08al 

BLASTX 

g4914429 

288 

5.0e-30 

96 

68 

(AL050351) SEC14-like protein [Arabidopsis thaliana] 



Seq. No. 406906 

Seq. ID uC-osflM2020118allal 

Method BLASTN 

NCBI GI g20191 

BLAST score 411 

E value 0.0e+00 

Match length 435 

% identity 99 

NCBI Description 0. sativa mRNA for catalase 

Seq. No. 406907 

Seq. ID uC-osflM2020118bllal 

Method BLASTX 

NCBI GI g5733874 

BLAST score 147 

E value 6.0e-ll 

Match length 75 

% identity 42 

NCBI Description (AC007 932) F11A17.8 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



406908 

uC-osflM2020118c01al 

BLASTX 

g552740 

145 



52574 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-09 

61 
52 

(M17841) 



ribosomal protein S7 [Zea mays] 



406909 

uC-osflM2020118c03al 

BLASTX 

gl20668 

457 

2.0e-45 

99 

89 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_82399_pir A24159 glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12), cytosolic - barley (fragment) 
>gi_167044 (M36650) glyceraldehyde-3-phosphate 

dehydrogenase [Hordeum vulgare] >gi_225347_j>rf 1301218A 

dehydrogenase, glyceraldehydephosphate [Hordeum vulgare var. 
distichum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



406910 

uC-osflM2020118c04al 

BLASTX 

g3378493 

179 

6.0e-13 

83 

45 

(AJ007579) cysteine proteinase [Ribes nigrum] 
406911 

uC-osflM2020118c06al 

BLASTX 

g2224915 

147 

3.0e-09 

44 

61 

(U95968) beta-expansin [Oryza sativa] 
406912 

uC-osflM2020118c09al 

BLASTX 

g639722 

246 

8.0e-21 

59 

81 

(L27484) calcium-dependent protein kinase [Zea mays] 
406913 

uC-osflM2020118d03al 

BLASTN 

g6041757 

116 

1.0e-58 



52575 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215 
95 

Genomic Sequence For Oryza sativa Clone 10P20, Lemon t 
Strain, Complete Sequence, complete sequence 

406914 

uC-osflM2020118d05al 

BLASTX 

g3202024 

427 

1.0e-56 

130 
80 

(AF069315) thylako id-bound L-ascorbate peroxidase precursor 
[Mesembryanthemum crystallinum] 

406915 

uC-osflM2020118d09al 

BLASTX 

g20385 

247 

5.0e-21 

80 

64 

(X06612) put. rps7 [Oryza sativa] 
406916 

uC-osflM2020118e03al 

BLASTX 

g2117937 

242 

3.0e-20 

103 
70 

UTP — glucose-l-phosphate uridylyltransferase (EC 2.7.7.9) - 
barley >gi__1212996_emb_CAA62689_ (X91347) UDP-glucose 
pyrophosphorylase [Hordeum vulgare] 

406917 

uC-osflM2020118e07al 

BLASTX 

gll74778 

463 

3.0e-46 

91 

98 

TRYPTOPHAN SYNTHASE BETA CHAIN 1 (ORANGE PERICARP 1) 

>gi_320136_pir PQ0449 tryptophan synthase (EC 4.2.1.20) 

beta-1 chain - maize (fragment) >gi__168572 (M76684) 
tryptophan synthase beta-subunit [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



406918 

uC-osflM2020118e08al 

BLASTX 

g2494320 

319 

3.0e-29 



52576 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



81 
72 

EUKARYOTIC TRANSLATION INITIATION FACTOR 5 (EIF-5) 
>gi_1806575_emb_CAA67868_ (X99517) Eukaryotic initiation 
factor-5 [Zea mays] 

406919 

uC-osflM2020118el0al 

BLASTX 

g3915826 

294 

2.0e-26 

71 

87 

60S RIBOSOMAL PROTEIN L5 
406920 

uC-osflM2020118el2al 

BLASTX 

g!15787 

575 

2:0e-59 

112 

99 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461__pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 

(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 

[Oryza sativa] 

406921 

uC-osflM2020118f01al 

BLASTX 

g5295971 

615 

4.0e-64 

131 

91 

(AB026295) EST D24315 (R1718 ) corresponds to 
predicted gene.; Similar to Tobacco DNA for 
transposon Tnt 1-94 . (X13777) [Oryza sativa] 



a region of the 
retroviral-like 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



406922 

uC-osflM2020118f02al 

BLASTX 

gl729971 

306 

4.0e-28 

55 

100 

TONOPLAST INTRINSIC PROTEIN, GAMMA (GAMMA TIP) 

(AQUAPORIN-TIP) >gi_1076745_pir S52004 gamma-Tip protein - 

rice >gi_473997__dbj_BAA05017_ (D25534) gamma-Tip [Oryza 
sativa] 

406923 

uC-osflM2020118f04al 
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o 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTX 

g4587610 

300 

4.0e-27 

88 

68 

(AC006951) 
precursor 



putative indole-3-glycerol phosphate synthase 
[Arabidopsis thaliana] 



406924 

uC-osflM2020118f05al 

BLASTX 

gll5813 

190 

3.0e-14 

63 
68 

CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB-8) >gi_19182_emb__CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 

406925 

uC-osflM2020118f07al 

BLASTX 

gl33999 

312 

1.0e-28 

88 
74 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S7 >giJ7O904_pir R3RZ7 

ribosomal protein S7 - rice chloroplast 
>gi_12037__emb_CAA33942_ (X15901) ribosomal protein S7 
[Oryza sativa] >gi_12065_emb_CAA33919_ (X15901) ribosomal 

protein S7 [Oryza sativa] >gi_226657_prf 1603356CH 

ribosomal protein S7 [Oryza sativa] 

406926 

uC-osflM2020118fl0al 

BLASTX 

gl20668 

323 

6.0e-30 

66 

91 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi__82399__pir A24159 glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12), cytosolic - barley (fragment) 
>gi_167044 (M36650) glyceraldehyde-3-phosphate 

dehydrogenase [Hordeum vulgare] >gi_225347_prf 1301218A 

dehydrogenase, glyceraldehydephosphate [Hordeum vulgare var. 
distichum] 

406927 

uC-osflM2020118fllal 

BLASTX 

g2275219 

170 



52578 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8.0e-12 

48 
67 

(AC002337) 



unknown protein [Arabidopsis thaliana] 



406928 

uC-osflM2020118g02al 

BLASTX 

g3036951 

329 

1.0e-30 

63 

100 

(AB012639) 
[Nicotiana 



light harvesting chlorophyll a/b-binding protein 
sylvestris] 



406929 

uC-osflM2020118g05al 

BLASTX 

g3881836 

237 

3.0e-22 

81 

74 

(Z78019) Similarity to Yeast LPG22P protein (TR:G1151240) ; 
cDNA EST EMBL:T00686 comes from this gene; cDNA EST 
EMBL:C12415 comes from this gene; cDNA EST EMBL:C12728 
comes from this gene; cDNA EST EMBL:C10626 comes from this 

406930 

uC-osflM2020118gl2al 

BLASTX 

g4587610 

318 

4.0e-29 

94 

64 

(AC006951) putative indole-3-glycerol phosphate synthase 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



406931 

uC-osflM2020118h05al 

BLASTX 

g606817 

290 

6.0e-26 

74 

78 

(U08404) carbonic anhydrase [Oryza sativa] 
>gi_5 91 7 7 8 3_gb_AAD5 6038. 1_AF1 8 2 8 0 6_1 ( AF1 8 2 8 0 6 ) 
anhydrase 3 [Oryza sativa] 

406932 

uC-osflM2020118h08al 

BLASTX 

g4678262 

291 



carbonic 
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o 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-26 

74 

77 

(AL04 9657) argininosuccinate synthase-like protein 
[Arabidopsis thaliana] 

406933 

uC-osflM2020118hl0al 

BLASTX 

g482311 

315 

6.0e-29 

63 

100 

photosystem II oxygen-evolving complex protein 1 - rice 

(strain Nihonbare) >gi_739292_prf 2002393A oxygen-evolving 

complex protein 1 [Oryza sativa] 

406934 

uC-osflM2020118hllal 

BLASTX 

gl703380 

191 

2.0e-14 

37 

95 

ADP-RIBOSYLATION FACTOR >gi_1132483_dbj_BAA04 607_ (D17760) 
ADP-ribosylation factor [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406935 

uC-osflM202014a02bl 

BLASTX 

g4586676 

764 

2.0e-81 

152 

98 

(AB025047) sterol 14-demethylase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406936 

uC-osflM202014a03bl 

BLASTX 

g2293480 

445 

3.0e-44 

89 

97 

(AF011331) glycine-rich protein [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



406937 

uC-osflM202014a04bl 

BLASTX 

g4887010 * 

384 

2.0e-37 

91 

84 



52580 



NCBI Description (AF123503) Nt-gh3 deduced protein [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406938 

uC-osflM202014a08bl 

BLASTX 

g4309759 

434 

7.0e-43 

155 

63 

(AC006217) unknown protein with Src homology 3 
profile (PDOC50002) [Arabidopsis thaliana] 



(SH3) domain 



406939 

uC-osflM202014allbl 
BLASTX 
g5051781 
277 

8.0e-25 
93 
56 

(AL078637) transport inhibitor response-like protein 
[Arabidopsis thaliana] 

406940 

uC-os f 1M2 02014al2bl 
BLASTN 
gll957 
227 

1.0e-125 
291 
47 

Rice complete chloroplast genome 
406941 

uC-osflM202014b01bl 
BLASTX 
g320618 
660 

3.0e-69 
141 
89 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ (D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



precursor - rice 

type I light-harvesting 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406942 

uC-osflM202014b02bl 

BLASTX 

g3540207 

235 

2.0e-19 

89 

53 

(AC004260) Putative protein kinase 



[Arabidopsis thaliana] 
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0 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406943 

uC-osflM202014b03bl 

BLASTX 

g3023713 

562 

7.0e-58 

116 

97 

ENOLASE { 2 - PHOS PHOGLYCERATE DEHYDRATASE) 

{ 2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) (OSE1) >gi_780372 

(U09450) enolase [Oryza sativa] 

406944 

uC-osflM202014b07bl 

BLASTX 

g6056388 

633 

3.0e-66 

134 

91 

(AC009324) 26S proteasome ATPase subunit [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406945 

uC-osflM202014b08bl 

BLASTX 

g283008 

831 

2.0e-89 

158 

99 

sucrose synthase (EC 2, 
>gi_2 036 6_erab_CAA4 60 1 7_ 
sativa] 



4.1.13) - rice 
(X64770) sucrose synthase [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406946 

uC-osflM202014c01bl 

BLASTN 

g395930 

100 

8.0e-49 

219 

88 

O. sativa retrotransposon Tosl-2 
>gi_2176333_dbj_E08212_E08212 DNA 
retrotransposon region 



sequence containing 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406947 

uC-osflM202014c02bl 

BLASTX 

g5080784 

501 

1.0e-50 

162 

54 

(AC007576) Hypothetical protein 



[Arabidopsis thaliana] 
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dl 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406948 

uC-osflM202014c04bl 

BLASTX 

g!15787 

389 

7.0e-63 

151 

84 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406949 

uC-osflM202014c05bl 

BLASTX 

g3894214 

445 

4.0e-44 

89 

100 

(D83726) elongation factor 1 beta 2 [Oryza sativa] 
>gi_3894216_dbj_BAA34599_ (D83727) elongation factor 1 beta 
2 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406950 

uC-osflM202014c08bl 

BLASTX 

g6056198 

194 

1.0e-14 

52 

69 

(AC009400) putative DNA gyrase subunit B [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406951 

uC-osflM202014cllbl 

BLASTX 

g2827704 

272 

5.0e-24 

88 

61 

(AL021684) LRR-like protein [Arabidopsis thaliana] 



406952 

uC-osflM202014d03bl 

BLASTX 

g4582787 

478 

6.0e-48 

102 

93 

(AJ012281) adenosine 



kinase [Zea mays] 



52583 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406953 

uC-osflM202014d04bl 

BLASTX 

g3023816 

692 

5.0e-73 

150 

90 

GLYCERALDEHYDE 3-PHOSPHATS DEHYDROGENASE, CYTOSOLIC 
>gi__968996 (U31676) glyceraldehyde-3-phosphate 
dehydrogenase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406954 

uC-osflM202014d08bl 

BLASTX 

g2117937 

541 

2.0e-55 

149 

72 

UTP — glucose-l-phosphate uridylyltransf erase (EC 2.7.7. 
barley >gi_1212996_emb__CAA62689_ (X91347) UDP-glucose 
pyrophosphorylase [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406955 

uC-osflM202014d09bl 

BLASTX 

g987227 

399 

1.0e-38 

166 

45 

(U19615) LET 858 [Caenorhabditis elegans] 
>gi_3876636_emb_CAB04256.1_ (Z81525) cDNA EST yk282b7.5 
comes from this gene; cDNA EST EMBL:D28011 comes from this 
gene; cDNA EST EMBL:D28010 comes from this gene; cDNA EST 
EMBL:D33543 comes from this gene; cDNA EST EMBL:D36381 
comes from this gene; cDN 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406956 

uC-osflM202014dl2bl 

BLASTX 

g2462777 

191 

2.0e-14 

69 

54 

(U65090) carboxypeptidase 



D [Homo sapiens] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



406957 

uC-osflM202014e03bl 

BLASTN 

g4680196 

37 

4.0e-ll 
57 
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% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



91 

Sorghum bicolor BAC clone 25.M18, complete sequence 
406958 

uC-osflM202014e05bl 

BLASTX 

gl922242 

206 

4.0e-16 

57 
70 

(Y10084) hypothetical protein [Arabidopsis thaliana] 
406959 

uC-osflM202014e06bl 

BLASTX 

g2760606 

397 

2.0e-39 

94 

86 

(AB001568) phospholipid hydroperoxide glutathione 
peroxidase-like protein [Arabidopsis thaliana] >gi_30Q4869 
(AF030132) glutathione peroxidase; ATGP1 [Arabidopsis 
thaliana] >gi_4539451_emb_CAB39931 . 1_ (AL049500) 
phospholipid hydroperoxide glutathione peroxidase 
[Arabidopsis thaliana] 

406960 

uC-osflM202014e07bl 

BLASTX 

gl731363 

195 

9.0e-15 

93 

42 

PUTATIVE SERINE CARBOXYPEPT I DASE F32A5.3 PRECURSOR 
>gi_669029 (U20864) similar to protective protein/cathepsin 
A and other serine carboxypeptidases [Caenorhabditis 
elegans] 

406961 

uC-osflM202014e09bl 

BLASTX 

g4101707 

373 

1.0e-35 

122 

55 

(AF006080) glucose acyltransf erase [Solanum berthaultii] 
406962 

uC-osflM202014el0bl 

BLASTX 

g3875246 

344 

3.0e-32 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



127 
54 

(Z81490) similar to WD domain, G-beta repeats (2 domains) ; 
cDNA EST EMBL:T00482 comes from this gene; cDNA EST 
EMBL:T00923 comes from this gene; cDNA EST yk449d4.3 comes 
from this gene; cDNA EST yk44 9d4.5 comes from this gene 

406963 

uC-osflM202014ellbl 

BLASTX 

g!532167 

208 

2.0e-16 

64 

59 

(U63815) localized according to blastn similarity to EST 
sequences; therefore, the coding span corresponds only to 
an area of similarity since the initation codon and stop 
codon could not be precisely determined [Arabidopsis 
thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



406964 

uC-osflM202014el2bl 

BLASTX 

g2570511 

660 

9.0e-73 

148 

93 

(AF022738) chlorophyll 
406965 

uC-osflM202014f01bl 

BLASTX 

gl854637 

461 

5.0e-46 

96 

97 

(U50333) gibberellin C- 



a-b binding protein [Oryza sativa] 



20 oxidase [Oryza sativa] 



406966 

uC-osflM202014f02bl 

BLASTX 

gl323748 

153 

7.0e-10 

119 

39 

(U32430) thiol protease [Triticum aestivum] 
406967 

uC-osflM202014f03bl 

BLASTX 

g4455246 

333 

6.0e-31 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



4) 

118 
59 

(AL035523) putative protein [Arabidopsis thaliana] 
406968 

uC-osflM202014f05bl 

BLASTX 

g2760606 

591 

2.0e-61 

126 
87 

(AB001568) phospholipid hydroperoxide glutathione 
peroxidase-like protein [Arabidopsis thaliana] >gi_3004869 

(AF030132) glutathione peroxidase; ATGP1 [Arabidopsis 
thaliana] >gi_4539451_emb_CAB39931 . 1_ (AL04 9500) 
phospholipid hydroperoxide glutathione peroxidase 

[Arabidopsis thaliana] 

406969 

uC-osflM202014f06bl 

BLASTX 

g2191136 

212 

2.0e-18 

124 

42 

(AF007269) Similar to UTP-Glucose Glucosyltransf erase; 
coded for by A. thaliana cDNA T46230; coded for by A. 
thaliana cDNA H76538; coded for by A. thaliana cDNA H7 6290 

[Arabidopsis thaliana] 

406970 

uC-osflM202014f07bl 

BLASTX 

gl854637 

423 

2.0e-41 

104 

90 

(U50333) gibberellin C-20 oxidase [Oryza sativa] 
406971 

uC-osflM202014f08bl 

BLASTX 

gl323748 

233 

3.0e-19 

105 

50 

(U32430) thiol protease [Triticum aestivum] 
406972 

uC-osflM202014f09bl 

BLASTX 

g4204759 

303 



52587 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



2.0e-27 

96 

58 

(U51191) peroxidase precursor [Glycine max] 



406973 

uC-osflM202014fl0bl 

BLASTX 

g3776057 

153 

7.0e-10 

73 

41 

(AL008725) dJ148E22.2 



(similar to PAB1) [Homo sapiens] 



406974 

uC-osflM202014fllbl 

BLASTX 

g2191136 

231 

2.0e-19 

80 
49 

(AF007269) Similar to UTP-Glucose Glucosyltransf erase; 
coded for by A. thaliana cDNA T4 6230; coded for by A. 
thaliana cDNA H76538; coded for by A. thaliana cDNA H76290 
[Arabidopsis thaliana] 

406975 

uC-osflM202014g02bl 

BLASTX 

g2072393 

375 

3.0e-36 

95 

77 

(U29168) similar to human Xeroderma pigmentosum group B DNA 
repair protein, Swiss-Prot Accession Number P19447 
[Arabidopsis thaliana] 

406976 

uC-osflM202014g03bl 

BLASTX 

g3386614 

486 

7.0e-49 

135 
43 

(AC004665) putative transcription factor SF3 [Arabidopsis 
thaliana] 

406977 

uC-osflM202014g04bl 

BLASTX 

g2464913 

316 

5.0e-29 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



102 , 
55 

(Z99708) sugar transporter like protein [Arabidopsis 
thaliana] 

406978 

uC-osflM202014g06bl 

BLASTX 

g3047083 

543 

1.0e-55 

125 
81 

(AF058914) similar to FLAP endonuclease-1 (SW:P39748) 
[Arabidopsis thaliana] 

406979 

uC-osflM202014g08bl 

BLASTN 

g5042437 

101 

2.0e-49 
187 

,74 

Oryza sativa BAC T49B20 genomic sequence, complete sequence 
406980 

uC-osflM202014gl0bl 

BLASTX 

g5107819 

201 

2.0e»15 

93 

48 

(AF149413) contains similarity to arabinosidase 
[Arabidopsis thaliana] 

406981 

uC-osflM202014gllbl 

BLASTX 

g2632252 

295 

2.0e-26 

80 

72 

(Y12464) serine/threonine kinase [Sorghum bicolor] 
406982 

uC-osflM202014h01bl 

BLASTX 

g2613143 

298 

3.0e-27 

59 
93 

(AF030548) tubulin [Oryza sativa] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406983 

uC-osflM202014h02bl 

BLASTX 

g4585903 

269 

3.0e-24 

69 

68 

(AC007133) 
thaliana] 



putative guanylate binding protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406984 

uC-osflM202014h04bl 

BLASTX 

g632148 

148 

3.0e-09 

122 

38 

narbonin 
narbonin 
>gi_396823_emb 
narbonensis] 



Vicia narbonensis >gi_1364114_pir S56697 

clone pNaF6) - Vicia narbonensis 

CAA80983 (Z25536) narbonin [Vicia 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406985 

uC-osflM202014h05bl 

BLASTX 

g2832660 

281 

7.0e-25 

128 

47 

(AL021710) lipase-like protein [Arabidopsis thaliana] 
406986 

uC-osflM202014h06bl 

BLASTX 

g477282 

591 

3.0e-61 

106 
100 

starch branching enzyme isoform RBE3 - rice 
>gi_436052_dbj_BAA03738_ (D16201) branching enzyme-3 
precursor [Oryza sativa] 



406987 

uC-osflM202014h07bl 

BLASTX 

g464843 

170 

l.Qe-12 

34 
91 

[Segment 1 of 2] TUBULIN ALPHA- 4 
>gi_22152_emb_CAA44864_ (X63179) 
mays] 



CHAIN 

alpha-tubulin #4 



'Zea 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406988 

uC-osflM202014h08bl 

BLASTX 

g4585903 

302 

1.0e-27 

70 
77 

(AC007133) putative guanylate binding protein [Arabidopsis 
tha liana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406989 

uC-osflM202014hl0bl 

BLASTX 

g3927825 

546 

6.0e-56 

128 

82 

(AC005727) putative dTDP-glucose 4-6-dehydratase 
[Arabidopsis thaliana] 

406990 

uC-osflM202014hl2bl 

BLASTX 

g5487873 

178 

7.0e-13 

112 

39 

(AF110333) PrMC3 [Pinus radiata] 
406991 

uC-osflM202016a01bl 

BLASTX 

g5922612 

686 

2.0e-72 

150 

89 

(AP000492) EST AU078118 (E3904 ) corresponds to a region of 
the predicted gene.; similar to Arabidopsis thaliana BAC 
IG002P16; No definition line found. (AF007270) [Oryza 
sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406992 

uC-osflM202016a02bl 

BLASTX 

g3978474 

163 

5.0e-U 

100 
44 

(AF092918) MetZ homolog [Pseudomonas alcaligenes] 



Seq. No. 



406993 
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© 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-osflM202016a03bl 

BLASTX 

g3335347 

436 

5.0e-43 

173 

52 

(AC004512) Contains similarity to ARI, RING finger protein 
gb_X98309 from Drosophila melanogaster . ESTs gb_T44383, 
gb_W43120, gb_N65868, gb_H36013, gb_AA042241, gb_T76869 and 
gb_AA042359 come from this gene. [Arabidopsis thaliana] 

406994 

uC-osflM202016a04bl 

BLASTN 

g6016845 

294 

1.0e-164 

451 

91 

Oryza sativa genomic DNA, 



chromosome 1, clone : P0711E10 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



406995 

uC-osflM202016a05bl 

BLASTX 

gll36122 

752 

4.0e-80 

148 

95 

(X91807) alfa-tubulin [Oryza sativa] 
406996 

uC-osf 1M2 02 0 1 6a0 6b 1 

BLASTX 

gll25754 

263 

9.0e-23 

100 

45 

(U42833) coded for by C. elegans cDNA cml6f6; coded for by 
C. elegans cDNA CEESU63F; similar to S. cerevisiae SOF1 
protein (SP:P33750) [Caenorhabditis elegans] 

406997 

uC-osflM202016a08bl 

BLASTX 

gl652057 

534 

2.0e-54 

175 

62 

(D90902) hypothetical protein [Synechocystis sp.] 
406998 

uC-osflM202016a09bl 
BLASTX 
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o 



lite gi " 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2252631 
381 

1.0e-36 

110 
68 

(U95973) hypothetical protein [Arabidopsis thaliana] 
406999 

uC-osflM202016b01bl 

BLASTX 

g5817110 

189 

5.0e-14 

80 

57 

(AL110193) hypothetical protein [Homo sapiens] 



407000 

uC-osflM202016b03bl 

BLASTX 

gll71008 

586 

1.0e-60 

136 

72 

POLLEN ALLERGEN PHL P 1 PRECURSOR (PHL P 

>gi_629812j?ir S44182 allergen Phi p I - 

>gi_473360_emb_CAA55390__ (X78813) Phi p I 



I) 

common timothy 
allergen [Phleum 



pratense] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407001 

uC-osflM202016b04bl 

BLASTX 

g417103 

679 

1.0e-71 

136 

100 

HISTONE H3.2, MINOR >gi_282871_pir S24346 histone 

H3.3-like protein - Arabidopsis thaliana 

>gi_16324_emb_CAA42957_ (X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi_404825_emb_CAA42958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U09461) histone 
H3.2 [Medicago sativa] >gi_488575 (U09464) histone H3.2 
[Medicago sativa] >gi_488577 (U09465) histone H3.2 
[Medicago sativa] >gi_510911_emb_CAA56153_ (X79714) histone 
H3 [Lolium temulentum] >gi_1435157__emb_CAA58445__ (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj_BAA31218_ (AB015760) histone H3 [Nicotiana 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi_4038469_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi_4490754_emb_CAB38916. 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_4490755_errtb_CAB38917 . 1_ 
(AL035708) Histon H3 [Arabidopsis thaliana] 



52593 



4) 



>gi_6006364__dbj_BAA84794. 1_ (AP000559) EST D15300 (C0425 ) 
corresponds to a region of the predicted gene.; Similar to 
histone H3 (AB015760) [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407002 

uC- os f 1M2 0 2 0 1 6b 0 5b 1 

BLASTX 

g2130024 

291 

3.0e-26 

96 

70 

DNA-binding protein ABF2 - wild oat 

>gi_1159879_emb_CAA88331_ (Z48431) DNA-binding protein 
[Avena fatua] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407003 

uC-osflM202016b06bl 

BLASTX 

g4099408 

693 

4.0e-73 

147 

89 

(U86763) delta-type tonoplast intrinsic protein [Triticum 
aestivum] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407004 

uC-osflM202016b07bl 

BLASTX 

g6016151 

832 

2.0e-89 

169 

97 

IMMUNOGLOBULIN BINDING PROTEIN HOMOLOG 3 PRECURSOR (HEAT 
SHOCK PROTEIN 70 HOMOLOG 3) >gi_1575130 (U58209) lumenal 
binding protein cBiPe3 [Zea mays] 

407005 

uC-osflM202016b09bl 

BLASTX 

gl36636 

444 

6.0e-44 

83 

96 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 1 (UBIQUITIN-PROTEIN 
LIGASE 1) (UBIQUITIN CARRIER PROTEIN 1) 

>gi_107 6424_pir S43781 ubiquit in-conjugating enzyme UBC1 - 

Arabidopsis thaliana >gi_4 42594_pdb_lAAK_ Ubiquit in 
Conjugating Enzyme (E.C. 6.3.2. 19} >gi_2981894_pdb__2AAK_ 
Ubiquitin Conjugating Enzyme From Arabidopsis Thaliana 
>gi_166924 (M62721) ubiquitin carrier protein [Arabidopsis 
thaliana] >gi_431260 (L19351) ubiquitin conjugating enzyme 
[Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407006 

uC-osflM202016bllbl 

BLASTX 

g4680179 

368 

5.0e-35 

172 

45 

(AF111709) polyprotein [Oryza sativa subsp. 



indica] 



407007 

uC-osflM202016bl2bl 

BLASTX 

g3882356 

519 

9.0e-53 

147 

66 

(U924 60) 12-oxophytodienoate reductase OPR2 
thaliana] 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407008 

uC-osflM202016c01bl 

BLASTX 

g2827141 

776 

7.0e-83 

167 

83 

(AF027173) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] >gi_4914447_einb_CAB43650 , 
(AL050351) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 



407009 

uC-osflM202016c02bl 

BLASTX 

g2565305 

437 

4.0e-43 

121 
74 

(AF024589) glycine decarboxylase P 
Triticum sp. ] 

407010 

uC-osflM202016c06bl 

BLASTX 

g5734636 

398 

1.0e-38 
143 

52 

(AP000391) 
sativa] 



1_ 

(Ath-A) 



subunit [Hordeum sp. 



Similar to putative lipase (AC006232) [Oryza 



Seq. No. 



407011 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-osflM202016c07bl 

BLASTX 

g2262165 

412 

3.0e-40 

121 

64 

(AC002329) predicted protein of unknown function 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407012 

uC-osflM202016c08bl 

BLASTX 

gll5787 

682 

7.0e-72 

151 

89 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407013 

uC-os f 1M2 02 0 1 6c0 9b 1 

BLASTX 

g4336436 

208 

3.0e-16 

73 

56 

(AF092432) protein phosphatase type 2C [Lotus japonicus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407014 

uC-osflM202016cl2bl 

BLASTX 

g4559292 

552 

1.0e-56 

154 

65 

(AF124148) trehalase 



1 GMT RE 1 [Glycine max] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407015 

uC-osflM202016d04bl 

BLASTX 

g!173347 

774 

1.0e-82 

164 

93 

SEDOHEPTULOSE-l,7-BISPHOSPHATASE, CHLOROPLAST PRECURSOR 
(SEDOHEPTULOSE-BISPHOSPHATASE) (SBPASE) (SED (1/7) P2ASE) 

>gi_100803_pir S23452 sedoheptulose-bisphosphatase (EC 

3.1.3.37) precursor - wheat >gi_14265_emb_CAA46507_ 
(X65540) sedoheptulose-1, 7-bisphosphatase [Triticum 



52596 



0 



aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407016 

uC-osflM202016d05bl 
BLASTX 
g3885892 
694 

3.0e-73 
148 
91 

(AFO 93634) photosystem-1 F subunit 
407017 

uC-osflM202016d06bl 
BLASTX 
g480450 
430 

2.0e-42 
95 
89 

ketol-acid reductoisomerase (EC 1, 
thaliana >gi_402552_emb_CAA49506_ 
reductoisomerase [Arabidopsis thaliana] 



precursor [Oryza sativa] 



1.1.86) - Arabidopsis 
(X69880) ketol-acid 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407018 

uC-os f 1M2 0201 6d07bl 

BLASTX 

gl657619 

224 

4.0e-18 

124 

40 

(U72504) G5p [Arabidopsis thaliana] 
putative transmembrane protein G5p 



>gi_3068710 (AF049236) 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407019 

uC-osflM202016dl0bl 

BLASTX 

g6056374 

263 

9.0e-23 

108 

46 

(AC009894) Similar to serine/threonine kinases [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407020 

uC-osflM202016dllbl 

BLASTX 

g451193 

542 

2.0e-55 

119 

90 

(L28008) wali7 [Triticum aestivum] 
>gi_1090845_prf 2019486B wali7 gene 



[Triticum aestivum] 



52597 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407021 

uC-osflM202016e02bl 

BLASTX 

g2098713 

623 

6.0e-65 

163 

72 

(U82977) pectinesterase 



407022 

uC-osflM202016e03bl 

BLASTX 

gll36122 

790 

2.0e-84 

149 

97 

(X91807) alfa-tubulin 



[Citrus sinensis] 



[Oryza sativa] 



Seq. No. 
Seq. ID 



407023 

uC-osflM202016e04bl 

BLASTX 

g3135543 

628 

1.0e-65 

145 

86 

(AF062393) aquaporin [Oryza sativa] 
407024 

uC-osflM202016e06bl 

BLASTX 

g6056399 

196 

7.0e-15 

144 

38 

(AC009324) AP2 domain containing protein RAP2.12 
[Arabidopsis thaliana] 

407025 

uC-osflM202016e07bl 

BLASTX 

g548493 

402 

5.0e-39 

153 

52 

EXOPOLYGALACTURONASE PRECURSOR (EXOPG) (PECTINASE) 
(GALACTURAN 1,4 -AL PHA-GALACT URON I DAS E ) 

>gi_629854_pir S30067 polygalacturonase - maize 

>gi_288612_emb_CAA47052_ (X66422) polygalacturonase 
mays] 

407026 

uC-osflM202016e08bl 



[Zea 



52598 



IMC LllvJLl 


-DJ-iiiiO 1 A. 


NPRT 

VtK^lD X VJ-L. 




BLAST score 


290 


E value 


5,0e-26 




Q9 
-/Z 


^ lUtillt — L Ly 


O 1 


nl,d± uescripLion 


^/iriooouyj araDinogaiaci.an proiein ropi4f\y L^opuius 




P^-pn 1 1 nq +- T*onrm 1 s 1 
rupUlUO L- i- CLLLU.-L d J 


beq. NO* 


4U / Uz / 


q orf jn 
oeq. iu 


UL, OS J-llXLZUZ UlDcU i?IJ J. 






NCBI GI 


g2213615 


BLAST score 


151 


E value 


i • ue u :? 




.70 


9- "i WArd" i 4-tt 

-s lueuciuy 


"39 
OZ 


1NL*JDJ. UcouXipLlOIl 


/7APfinni C\1\ TT91 TQ Q rflraVn'Hr\noi o f hal i anal 
\.tt.L*UUU 1U.J / J!ilu !? L"raDJ.a.OpSlS tflallariaj 


beq. NO. 


/i n 7 n o q 
4 U / UZo 


oeq« -llj 


UL, OSIlrlZUZUl DIUjDI 




Curio 1 z\ 


NCBI GI 


g4539453 


BLAST score 


449 


,Ej value 


z . ue 4 4 


Match length. 




% identity 


DO 


jnldi Description 


(ALU4yoUU) putative protein [AraDiaopsis tnaliana] 


Seq. No. 


407029 


beq. iu 


UL, - osriMzUzui biuor;! 


lYietnoa 


DT Ta CTY 
Dliiib I A 


L\IL*Ol Lrl 


giu / o J lo 




iOD 


E value 


3.0e-10 


Match length 


55 


^ luciiLiuy 




inldi Description 


drought "induced protein Dil9 - Arabidopsis thaliana 




>gi_4 by i J.u_emD oaaodozi (X/ooo4) Diiy [ Arabidopsis 




rnanana j 


beq. no. 


4U /UJU 


beq. iu 


ul, osriLYtzuz ui oru /Di 








rr9 RROd QQ 
y zoo u*± 


BLAST score 


685 


E value 


3.0e-72 


Mai-en lengrn 


1 

134 


% identity 


Q 1 

ol 


NCBI Description 


(Uo7186) NADPH: f errihemoprotem oxidoreductase 




[Eschscholzia californica] 


Seq. No. 


407031 


Seq. ID 


uC-osflM202016f09bl 


Method 


BLASTX 


NCBI GI 


g542157 


BLAST score 


612 



52599 



o 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



9.0e-64 

138 

87 

ribosomal 5S RNA-binding protein 



Rice 



407032 

uC-osflM202016fl0bl 

BLASTX 

gll70871 

774 

1.0e-82 

171 

89 

MALATE OXIDOREDUCTASE, CHLOROPLAST PRECURSOR (MALIC ENZYME) 
(ME) (NADP-DEPENDENT MALIC ENZYME) (NADP-ME) 

>gi_1076749_pir S46499 NADP-dependent malic enzyme - rice 

>gi_415315_dbj_BAA03949_ (D16499) NADP-dependent malic 
enzyme [Oryza sativa] 

407033 

uC-osflM202016g01bl 

BLASTX 

gl244566 

351 

3.0e-40 

96 

90 

(U39321) acetyl-CoA carboxylase [Triticum aestivum] 

>gi_1588584_prf 2208491A Ac-CoA carboxylase [Triticum 

aestivum] 

407034 

uC-osflM202016g04bl 

BLASTX 

g2662343 

765 

1.0e-81 

149 

99 

(D63581) EF-1 alpha [Oryza sativa] 
407035 

uC-osflM202016g05bl 

BLASTX 

g5007084 

709 

5.0e-75 

133 

100 

(AF155333) NADP-specif ic isocitrate dehydrogenase [Oryza 
sativa] 

407036 

uC-osflM202016g07bl 

BLASTX 

g393707 

406 



52600 



E value 1 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-39 

136 

60 

(X67696) acetyl-CoA 



acyltransf erase [Cucumis sativus] 



407037 

uC-osflM202016g08bl 

BLASTX 

g4455224 

200 

2.0e-15 

165 

32 

(AL035440) putative protein 



[Arabidopsis thaliana] 



407038 

uC-osflM202016gl0bl 

BLASTX 

g283008 

747 

2.0e-79 

162 

91 

sucrose synthase (EC 2.4.1.13) - 
>gi_20366_emb_CAA4 6017_ (X64770) 
sativa] 



rice 

sucrose synthase [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



407039 

uC-osflM202016gllbl 

BLASTX 

g4006829 

391 

9.0e-38 

104 

74 

(AC005970) putative protein kinase 



[Arabidopsis thaliana] 



407040 

uC-os f 1M2 0 2 0 1 6h0 lb 1 

BLASTX 

gll72818 

392 

3.0e-38 

79 

97 

40S RIBOSOMAL PROTEIN S16 >gi_538428 (L36313) ribosomal 

protein S16 [Oryza sativa] >gi_1096552_prf 2111468A 

ribosomal protein S16 [Oryza sativa] 

407041 

uC-osflM202016h02bl 

BLASTX 

g5302775 

420 ^ 

4.0e-41 

141 

60 



52601 



NCBI Description (Z97337) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407042 

uC-osflM202016h03bl 

BLASTX 

gl621268 

689 

1.0e-72 

161 

76 

(Z81012) unknown [Ricinus communis] 



407043 

uC-os f 1M2 02 0 1 6h0 5bl 

BLASTX 

g3668069 

151 

1.0e-09 

91 

40 

(U28007) Pto kinase interactor 1 



[Lycopersicon esculentum] 



Seq. No. 
Seq. ID 
Method 



407044 

uC-osflM202016h06bl 

BLASTX 

g4730884 

656 

8.0e-69 

138 

93 

(AB007404) alanine aminotransferase [Oryza sativa] 
>gi_4730886_dbj_BAA77261.1_ (AB007405) alanine 
aminotransferase [Oryza sativa] 

407045 

uC-osflM202016h07bl 

BLASTN 

g4091009 

135 

9.0e-70 

356 

98 

Oryza sativa anther-specific protein gene, complete cds 
407046 

uC-osflM202016h08bl 

BLASTX 

g4539459 

309 

4.0e-28 

93 

€5 

(AL049500) putative protein [Arabidopsis thaliana] 
407047 

uC-os f 1M2 02 0 1 6h0 9bl 
BLASTX 



52602 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl076316 - ^ 

199 

2.0e-15 

70 

49 

drought-induced protein Dil9 - Arabidopsis thaliana 
>gi_469U0__emb_CAA55321_ (X78584) Dil9 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407048 

uC-osflM202016hl0bl 

BLASTX 

g4960154 

419 

5.0e-41 

136 
64 

(AF153283) putative progesterone-binding protein homolog 
[Arabidopsis thaliana] 

407049 

uC-osflM202020a05bl 

BLASTN 

g3406034 

34 

2.0e-09 

82 
85 

BAC F18A17 from chromosome V containing TINY at 60.5 cM, 
complete sequence [Arabidopsis thaliana] 



407050 

uC-osflM202020a06bl 

BLASTX 

gl703380 

161 

3.0e-ll 

42 
79 

ADP-RIBOSYLATION FACTOR >gi_1132483__dbj_ 
ADP-ribosylation factor [Oryza sativa] 



BAA04607 (D17760) 



Seq. No. 
Seq. ID 



407051 

uC-osflM202020a07bl 

BLASTX 

g2662341 

754 

2.0e-80 

147 

98 

(D63580) EF-1 alpha [Oryza sativa] 

>gi_2662345_dbj__BAA23659_ (D63582) EF-1 alpha [Oryza 
sativa] >gi_2662347_dbj_BAA23660_ (D63583) EF-1 alpha 
[Oryza sativa] 

407052 

uC-osflM202020b03bl 



52603 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4760553 

617 

1.0e-65 

154 

85 

(AB019533) Nad-dependent formate dehydrogenase [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI- 



407053 

uC~osflM202020b04bl 

BLASTX 

g2306981 

538 

6.0e-55 

111 
86 

(AF010321) photosystem I antenna protein [Oryza sativa] 
407054 

uC-osflM202020b05bl 

BLASTX 

g2505870 

266 

4.0e-23 

71 

69 

(Y12227) hypothetical protein [Arabidopsis thaliana] 
407055 

uC-osflM202020b06bl 

BLASTX 

gl076692 

318 

3.0e-29 

72 

79 

cellulase (EC 3.2.1.4) 
407056 

uC-osflM202020b07bl 

BLASTX 

g2129578 

603 

1.0e-64 

141 

82 

dTDP-glucose 4-6-dehydratases homolog - Arabidopsis 
thaliana >gi_928932_emb_CAA8 9205_ (Z49239) homolog of 
dTDP-glucose 4-6-dehydratases [Arabidopsis thaliana] 

>gi_1585435_prf 2124427B diamide resistance gene 

[Arabidopsis thaliana] 

407057 

uC-osflM202020b08bl 

BLASTX 

g2225877 



- European elder 



52604 



BLAST score 
. E value 
Match length 
% identity 
NCBI Description 



593 

2.0e-61 

161 

73 

(AB002406) TIP49 [Rattus norvegicus] >gi_4106528 (AF100694) 
Pontin52 [Mus musculus] >gi_4521276_dbj_BAA76313 . 1_ 
(AB001581) DNA helicase p50 [Rattus norvegicus] 



Seq. No, 


4U / Uoo 


Seq. ID 


uC-osf lM202020b09bl 


Method 


BLASTX 


NCBI GI 


goylllo / 


bLiAbi score 


A ^7 
4 O 1 


E value 


A A ^ A O 

4 . Oe-4 5 


Match length 


159 


% identity 


53 


NCBI Description 


(AF136221) putative transpo; 


Seq. No. 


407059 


Seq. ID 


uC-osflM202020bl0bl 


Method 


BLASTX 


NCBI GI 


g2130069 


BLAST score 


821 


E value 


4.0e-88 


Match length 


153 


% identity 


99 


NCBI Description 


catalase (EC 1.11.1.6) catA 




>gi_1261858_dbj_BAA06232_ (] 


Seq. No. 


407060 


Seq. ID 


uC-osflM202020bl2bl 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



rice 

(D29966) catalase [Oryza sativa] 



BLASTX 

g2695929 

154 

2.0e-12 

100 

47 

(AJ222778) putative thiol protease [Hordeum vulgare] 
407061 

uC-osflM202020c01bl 

BLASTX 

g4204295 

216 

3.0e-17 

138 

36 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

407062 

uC-osflM202020c03bl 

BLASTX 

g3763918 

242 

2.0e-20 
66 



52605 



o 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



71 

(AC004450) putative isopropylmalate dehydratase 
[Arabidopsis thaliana] 

407063 

uC-osflM202020c05bl 

BLASTX 

g4689108 

433 

1.0e-42 

165 
49 

(AF077030) hypothetical 43.2 kDa protein [Homo sapiens] 
>gi_4929577_gb_AAD34049.1_AF151812_l (AF151812) CGI-54 
protein [Homo sapiens] 

407064 

uC-osflM202020c06bl 

BLASTX 

g5734634 

336 

2.0e-31 

113 
54 

(AP000391) 
sativa] 



Similar to putative lipase (AC006232) [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



precursor - rice 

type I light-harvesting 



407065 

uC-osflM202020c07bl 
BLASTX 
g320618 
685 

3.0e-72 
146 
89 

chlorophyll a/b-binding protein I 
>gi_218172__dbj_BAA00536_ (D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

407066 

uC-osflM202020c08bl 

BLASTX 

g4769012 

661 

2.0e-69 

125 

98 

(AF143746) CER1 [Oryza sativa] 
407067 

uC-osflM202020c09bl 

BLASTX 

g4417280 

381 

1.0e-36 



52606 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 

128 
58 

(AC007019) putative ATP synthase [Arabidopsis thaliana] 
407068 

uC-osflM202020cl0bl 

BLASTX 

g5802606 

699 

7.0e-74 

141 

94 

(AF174486) methylenetetrahydrof olate reductase [Zea mays] 
407069 

uC-osflM202020d04bl 

BLASTX 

g2194203 

333 

6.0e-31 

136 

49 

(U78310) pescadillo [Homo sapiens] 
>gi_5739569_gb_AAD50516.1_AC005006_l 
[Homo sapiens] 



(AC005006) pescadillo 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407070 

uC-osflM202020d05bl 

BLASTX 

g3128180 

501 

1.0e-50 

122 

80 

(AC004521) citrate synthetase [Arabidopsis thaliana] 
407071 

uC-osflM202020d07bl 

BLASTX 

g3851005 

518 

1.0e-52 

113 

90 

(AF069911) pyruvate dehydrogenase El alpha subunit [Zea 
mays] 

407072 

uC-osflM202020d08bl 

BLASTX 

g2499608 

269 

2.0e-23 

60 

83 

MI TOGEN-ACT I VATE D PROTEIN KINASE HOMOLOG 4 (MAP KINASE 4) 
{ATMPK4 ) >gi_2129645_pir S40470 mitogen-activated protein 



52607 



o • 

kinase 4 (EC 2.7.1,-)- - Arabidopsis thaliana 
>gi_457400_dbj_BAA04867_ (D21840) MAP kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407073 

uC-osflM202020dllbl 

BLASTX 

g3183979 

158 

2.0e-10 

99 

37 

(AJ005171) P69C protein [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407074 

uC-osflM202020dl2bl 

BLASTX 

g3789948 

581 

3.0e-60 

114 

96 

(AF094773) translation initiation factor 5A [Oryza sativa] 



407075 

uC-osflM202020e01bl 

BLASTX 

g3914232 

187 

8.0e-14 

118 

34 

COP-COATED VESICLE MEMBRANE PROTEIN 
( RNP2 1.4) >gi_l 21322 l_emb_CAA6 3 0 6 8_ 
protein [Rattus norvegicus] 



P24 PRECURSOR (P24A) 
(X92097) transmembrane 



407076 

uC-osflM202020e02bl 

BLASTX 

g2982469 

188 

6.0e-14 

48 

73 

(AL022223) putative protein [Arabidopsis thaliana] 
407077 

uC-osflM202020e03bl 

BLASTX 

g2146739 

466 

1.0e-46 

147 

63 

hexokinase (EC 2.7.1.1) 1 - Arabidopsis thaliana >gi_881521 
(U28214) hexokinase 1 [Arabidopsis thaliana] 
>gi_4972059_emb_CAB43927.1_ (AL078470) hexokinase 



52608 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407078 

uC-osflM202020e04bl 

BLASTX 

g4586021 

752 

4.0e-80 

165 

87 

(AC007170) putative cytoplasmic aconitate hydratase 
[Arabidopsis thaliana] 

407079 

uC-osflM202020e06bl 

BLASTX 

g4506221 

332 

6.0e-31 

145 

48 

proteasbme (prosome, macropain) 26S subunit, non-ATPase, 12 
>gi_1945611__dbj_BAA19749_ (AB003103) 26S proteasome subunit 
p55 [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407080 

uC-osflM202020e09bl 

BLASTX 

gll70937 

734 

6.0e-78 

138 

100 

S-ADENOSYLMETHIONINE SYNTHETASE 1 {METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 
>gi_450549__emb_CAA81481_ (Z26867) S-adenosyl methionine 
synthetase [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Descripti 



407081 

uC-osflM202020el0bl 

BLASTX 

g!32105 

766 

1.0e-81 

163 

90 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj__BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375__prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 



407082 



52609 



• 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-osrflM202020el2bl 

BLASTX 

g451193 

367 

6.0e-35 

100 

75 

(L28008) wali7 [Triticum aestivum] 

>gi_1090845_prf 2019486B wali7 gene [Triticum aestivum] 

407083 

uC-osflM202020f01bl 

BLASTX 

g3777600 

574 

3.0e-59 

157 

76 

(AF095708) 50S ribosomal protein L5 [Oryza sativa] 
407084 

uC-osflM202020f03bl 

BLASTX 

g676884 

305 

1.0e-27 

80 

72 

(D29681) The expression is induced by Pi starvation. 

[Nicotiana tabacum] >gi_1094819_prf 2106387C Al-induced 

protein [Nicotiana tabacum] 

407085 

uC-osflM202020f04bl 

BLASTX 

g5734716 

383 

8.0e-37 

122 
57 

(AC008075) Simialr to gb_AF049928 PGP224 protein from 
Petunia x hybrida. [Arabidopsis thaliana] 

407086 

uC-osflM202020f07bl 

BLASTX 

g4586107 

498 

2.0e-50 

155 

15 

(AL049638) putative disease resistance protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 



407087 

uC-osflM202020fl0bl 
BLASTX 



52610 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



gl421751 
175 

2.0e-12 

36 

92 

(U60592) putative ORF; 
SAMdC [Pisum sativum] 



conserved in 5 1 leaders of plant 



407088 

uC-osflM202020fl2bl 

BLASTX 

g3249065 

685 

3.0e-72 

164 

77 

(AC004473) Similar to HAK1 gb_U22945 high affinity 
potassium transporter from Schwann! omyces occidentalis . 
[Arabidopsis thaliana] 

407089 

uC-osflM202020g02bl 

BLASTX 

g2723471 

226 

3.0e-38 

126 

60 

(D87819) sucrose transporter [Oryza sativa] 
407090 

uC-osflM202020g04bl 

BLASTN 

gl532047 

80 

7.0e-37 

147 

89 

O. sativa mRNA for S-adenosylmethionine decarboxylase 
407091 

uC-osflM202020g05bl 

BLASTX 

gll84774 

664 

1.0e-69 

156 

83 

(U45856) cytosolic glyceroldehyde-3-phosphate dehydrogenase 
GAPC3 [Zea mays] 

407092 

uC-osflM202020g06bl 

BLASTX 

g2493132 

162 

4.0e-ll 



52611 



Match length • 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34 
88 

VACUOLAR ATP SYNTHASE SUBUNIT B ISOFORM 2 (V-ATPASE B 
SUBUNIT) >gi_167110 (L11873) vacuolar ATPase B subunit 
[Hordeum vulgare] 

407093 

uC-osflM202020g08bl 

BLASTX 

g3063524 

658 

4.0e-69 

144 

87 

(AF052305) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 

407094 

uC-osflM202020gl2bl 

BLASTX 

g3345477 

463 

3.0e-4 6 

142 

65 

(AB016283) carbonic anhydrase [Oryza sativa] 
407095 

uC-osflM202020h05bl 

BLASTX 

g5051780 

348 

9.0e-33 

84 

74 

(AL078637) putative protein [Arabidopsis thaliana] 
407096 

uC-osflM202020h06bl 

BLASTX 

g602076 

554 

5.0e-57 

116 

25 

(X77456) pentameric polyubiquitin [Nicotiana tabacum] 
407097 

uC-osflM202020h07bl 

BLASTX 

g320618 

536 

8.0e-55 

125 
82 

chlorophyll a/b-binding protein I precursor - rice 
>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
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o 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

407098 

uC-osflM202020h08bl 

BLASTX 

g2497746 

499 

2.0e-50 

99 
96 

NONSPECIFIC LIP ID-TRANSFER PROTEIN 2 PRECURSOR (LTP 2) 
>gi_951334 (U31766) lipid transfer protein precursor [Oryza 
sativa] 

407099 

uC-osflM202020h09bl 

BLASTX 

g5123707 

345 

2.0e-32 

137 

53 

(AL079347) xanthine dehydrogenase [Arabidopsis thaliana] 
407100 

uC-osflM202020hl2bl 

BLASTX 

g3660469 

584 

9.0e-66 

161 

83 

(AJ001808) succinyl-CoA-ligase beta 
thaliana ] >gi_4 51269 3__gb_AAD2 1 7 4 6 . 1_ 



subuni t [ Ar ab i dops i s 
(AC006569) 



succinyl-CoA ligase beta subunit [Arabidopsis thaliana] 
407101 

uC-osflM202021a06al 

BLASTN 

g976256 

295 

1.0e-165 

352 
95 

Rice mRNA stearyl-ACP desaturase, complete cds 
407102 

uC-osflM202021b08al 

BLASTX 

g2570511 

163 

2.0e-22 

68 

77 

(AF022738) chlorophyll a-b binding protein [Oryza sativa] 



52613 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407103 

uC-osflM202021c04al 

BLASTX 

gll68537 

307 

5.0e-28 

61 

90 

ASPARTIC PROTEINASE PRECURSOR >gi_82458_pir JS0732 

aspartic proteinase (EC 3.4.23.-) - rice 
>gi_218143_dbj_BAA02242_ (D12777) aspartic proteinase 
[Oryza sativa] 

407104 

uC-osflM202021d08al 

BLASTN 

g3885887 

429 

0.0e+00 

447 

99 

Oryza sativa high mobility group protein (HMG) mRNA, 
complete cds 

407105 

uC-osflM202021d09al 

BLASTX 

g4874274 

427 

5.0e-42 

98 

74 

(AC007354) Similar to gb_X02844 lipase precursor from 
Staphylococcus hyicus . ESTs gb_AI239406 and gb_T76725 come 
from this gene. [Arabidopsis thaliana] 

407106 

uC-osflM202021e07al 

BLASTN 

g435456 

50 

4.0e-19 

62 

95 

Proso millet gene for aspartate aminotransf erase, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407107 

uC-osflM202021e09al 

BLASTX 

g231586 

249 

3.0e-21 

49 

96 

ATP SYNTHASE BETA CHAIN, MITOCHONDRIAL PRECURSOR 



52614 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_82027_pir S20504 H+-transporting ATP synthase (EC 

3.6.1.34} beta chain, mitochondrial - Para rubber tree 
>gi_18831_emb_CAA41401_ (X58498) mitochondrial ATP synthase 
beta-subunit [Hevea brasiliensis] 

407108 

uC-osflM202021fllal 

BLASTX 

g3132310 

201 

1.0e-15 

47 

85 

(AB012228) phosphoenolpyruvate carboxylase [Zea mays] 
407109 

uC-osflM202022a01bl 

BLASTX 

g2673917 

309 

3.0e-28 

78 

68 

(AC002561) putative ATP-dependent RNA helicase [Arabidopsis 
thaliana] 

407110 

uC-osflM202031a07al 

BLASTX 

g4587514 

359 

5.0e-34 

75 

88 

(AC007060) Similar to W08E3 
GTP-binding protein from C 



3 gi_3880615 putative 
elegans cosmid gb_Z9277 3. 



EST 



gb_AA597331 comes from this gene. [Arabidopsis thaliana] 
407111 

uC-osflM202031b01al 

BLASTX 

g4160292 

341 

5.0e-32 

86 

71 

(Y18209) alpha-N-acetylglucosaminidase [Nicotiana tabacum] 
407112 

uC-osflM202031bllal 

BLASTX 

g401153 

161 

8.0e-ll 

71 

45 

TABA PROTEIN >gi_281610_pir S27649 tabA protein - 
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o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



Pseudomonas syringae >gi_151571 (M88485) Homology with 
E.coli and P. aeruginosa lysA gene; product of unknown 
function; putative [Pseudomonas syringae] 



407113 

uC-osflM202031c02al 

BLASTX 

gll69533 

173 

2.0e-12 

45 

82 

ENOLASE (2-PHOSPHOGLYCERATE DEHYDRATASE) 
( 2 -PHOS PHO- D-GLYCERATE HYDRO-LYASE ) 
>gi_515827_emb_CAA56645_ (X80474) enolase 
frontalis] 



[Neocallimastix 



407114 

uC-osflM202031cllal 

BLASTN 

gl902900 

90 

4.0e-43 

118 
96 

Oryza sativa DNA for phospholipase D, 



complete cds 



407115 

uC-osflM202031d08al 

BLASTX 

g5802606 

497 

4.0e-50 

104 

85 

(AF174486) methylenetetrahydrof olate reductase 



[Zea mays] 



407116 

uC-osflM202031d09al 

BLASTX 

gll5787 

325 

6.0e-42 

90 

99 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

407117 

uC-osflM202031e03al 

BLASTN 

gl67043 

36 

1.0e-10 



52616 



Match length 

% identity 

NCBI Description 



60 
90 

Barley glyceraldehyde-3-phosphate dehydrogenase mRNA, 
end 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



407118 

uC-osflM202031e08al 

BLASTX 

gl709798 

709 

4.0e-75 

162 

86 

26S PROTEASE REGULATORY SUBUNIT 6B HOMOLOG >gi_1155334 
(U43398) POTATP1 [Solanum tuberosum] 

407119 

uC-osflM202031f07al 

BLASTX 

g984756 

251 

2.0e-38 

95 

77 

(Z54153) chilling-inducible protein [Oryza sativa] 
407120 

uC-osflM202031gllal 

BLASTX 

g3915112 

196 

4.0e-15 

51 

73 

TRANS -CINNAMATE 4 -MONOOXYGENAS E (CINNAMIC ACID 

4 -HYDROXYLASE) (CA4H) (C4H) (P450C4H) (CYTOCHROME P450 73) 

>gi_642954 (U19922) cinnamic acid 4-hydroxylase [Zinnia 

elegans] 



407121 

uC-osflM202031h02al 

BLASTN 

g2662344 

36 

5.0e-ll 

104 

84 

Oryza sativa mRNA for EF- 



1 alpha, complete cds 



407122 

uC-osflM202031h07al 

BLASTN 

g5531935 

53 

1.0e-20 

97 

89 



52617 



0 



NCBI Description Zea mays putative transcription factor mRNA sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407123 

uC-osflM202031h09al 

BLASTX 

g283008 

245 

7.0e-21 

55 
93 

sucrose synthase (EC 2, 
>gi_2 036 6_emb_CAA4 6 0 1 7_ 
sativa] 



4.1.13) - rice 
(X64770) sucrose synthase [Oryza 



Seq. No. 


407124 


Seq. ID 


uC-osflM202031h!2al 


Method 


BLASTN 


NCBI GI 


g2570510 


BLAST score 


63 


E value 


4.0e-27 


Match length ' 


111 


% identity 


92 


NCBI Description 


Oryza sativa chloroj: 




cds 


Seq. No. 


407125 


Seq. ID 


uC-osflM202035a01bl 


Method 


BLASTX 


NCBI GI 


g5123925 


BLAST score 


300 


E value 


4.0e-27 


Match length 


65 


% identity 


78 


NCBI Description 


(AL079350) putative 


Seq. No. 


407126 


Seq. ID 


uC-osflM202035a03bl 


Method 


BLASTX 


NCBI GI 


g4126473 


BLAST score 


306 


E value 


8.0e-28 


Match length 


131 


% identity 


46 


NCBI Description 


(AB014884) adenylyl 




hirsutum] 


Seq. No. 


407127 


Seq. ID 


uC-osflM202035a04bl 


Method 


BLASTX 


NCBI GI 


g3790587 


BLAST score 


285 


E value 


3.0e-25 


Match length 


114 


% identity 


53 



complete 



[Arabidopsis thaliana] 



adenylyl cyclase associated protein [Gossypium 



NCBI Description 



(AF079182) 
thaliana] 



RING-H2 finger protein RHF2a [Arabidopsis 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



407128 

uC-osflM202035a06bl 

BLASTX 

g2129726 

535 

1.0e-54 

133 

78 

RNA polymerase II third largest chain RPB35.5A - 
Arabidopsis thaliana >gi_514318 (L34770) RNA polymerase II 
third largest subunit [Arabidopsis thaliana] 
>gi_4544370_gb_AAD22281.1_AC006920_5 (AC006920) RNA 
polymerase II, third largest subunit [Arabidopsis thaliana] 

407129 

uC-osflM202035a09bl 

BLASTX 

g2662343 

621 

1.0e-70 

138 
99 

(D63581) EF-1 alpha [Oryza sativa] 
407130 

uC-osflM202035allbl 

BLASTX 

g5051781 

383 

6.0e-37 

143 

54 

(AL078637) transport inhibitor response-like protein 
[Arabidopsis thaliana] 

407131 

uC-osflM202035a!2bl 

BLASTX 

g2129726 

149 

2.0e-17 

69 

75 

RNA polymerase II third largest chain RPB35.5A - 
Arabidopsis thaliana >gi__514318 (L34770) RNA polymerase II 
third largest subunit [Arabidopsis thaliana] 
>gi_4544370_gb_AAD22281.1_AC006920_5 (AC006920) RNA 
polymerase II, third largest subunit [Arabidopsis thaliana] 

407132 

uC-osflM202035b01bl 

BLASTX 

gll36122 

681 

8.0e-72 

130 

97 



52619 



NCBI Description (X91807) aifa-tubulin [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407133 

uC-osflM202035b02bl 

BLASTX 

g2117937 

403 

2.0e-51 

151 

70 

UTP — glucose-l-phosphate uridylyltransf erase (EC 2.7.7.9) 
barley >gi_1212996_emb_CAA62689_ (X91347) UDP-glucose 
pyrophosphorylase [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407134 

uC-osflM202035b03bl 

BLASTX 

gl661160 

300 

1.0e-38 

112 

78 

(U74295) chlorophyll a/b binding protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407135 

uC-osflM202035b05bl 

BLASTX 

g4996842 

388 

4.0e-40 

161 

51 

(AB027501) Dcarg-1 [Daucus carota] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407136 

uC-osflM202035b06bl 

BLASTX 

g3914422 

529 

4.0e-54 

106 
91 

PROFILIN >gi_2154728_emb_CAA69669_ (Y08389) profilin 2 
[Cynodon dactylon] >gi_2154730_einb_CAA69670_ (Y08390) 
profilin 1 [Cynodon dactylon] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407137 

uC-osflM202035b07bl 

BLASTX 

g3851003 

399 

1.0e-38 

111 
76 

(AF069910) pyruvate dehydrogenase El beta subunit isoform 
[Zea mays] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407138 

uC-osflM202035bl0bl 

BLASTX 

g4803944 

178 

9.0e-13 

70 
47 

(AC006264) putative C2-domain protein 
[Arabidopsis thaliana] 



{prosite: PDOC00380) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407139 

uC-osflM202035bl2bl 

BLASTX 

gl40701 

167 

2.0e-ll 

54 
56 

HYPOTHETICAL 26.5 KD PROTEIN IN TOLC-RIBB INTERGENIC REGION 

(ORFB) (0265) >gi_96076_pir S22363 hypothetical protein B 

- Escherichia coli >gi_146680 (M77129) ORFB [Escherichia 
coli] >gi_1789419 (AE000386) orf, hypothetical protein 
[Escherichia coli] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



407140 

uC-osflM202035c01bl 

BLASTX 

gl352461 

501 

2.0e-62 

166 

72 



NCBI Description IN2-2 PROTEIN 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



407141 

uC-osflM202035c03bl 

BLASTX 

g549010 

476 

4.0e-59 

127 

89 

EUKARYOTIC PEPTIDE CHAIN RELEASE FACTOR SUBUNIT 1 (ERF1) 
(OMNIPOTENT SUPPRESSOR PROTEIN 1 HOMOLOG) (SUP1 HOMOLOG) 

>gi_322554_pir S31328 omnipotent suppressor protein SUP1 

homolog (clone G18) - Arabidopsis thaliana 
>gi_16514_emb_CAA49172_ (X69375) similar to yeast 
omnipotent suppressor protein SUP1 (SUP45) [Arabidopsis 
thaliana] >gi_1402882_emb_CAA66813_ (X98130) eukaryotic 
early release factor subunit 1-like protein [Arabidopsis 
thaliana] >gi_14 95249_emb_CAA66118_ (X97486) eRFl-3 
[Arabidopsis thaliana] 

407142 

uC-osflM202035c04bl 
BLASTX 



52621 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



0 



g3249065 
478 

6.0e-48 

164 

54 

(AC004473) Similar to HAK1 gb_U22945 high affinity 
potassium transporter from Schwann! omyces occidentalis , 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407143 

uC-osflM202035c05bl 

BLASTX 

g4826572 

173 

3.0e-12 

79 

46 

(AJ238848) polygalacturonase 



[Phleum pratense] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407144 

uC-osflM202035c06bl 

BLASTX 

g4586107 

450 

1.0e-44 

146 

22 

(AL049638] 
thaliana] 



putative disease resistance protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407145 

uC-osflM202035c07bl 

BLASTX 

gl351014 

492 

3.0e-56 

141 

83 

40S RIBOSOMAL PROTEIN S8 >gi_968 902_ 
ribosomal protein S8 [Oryza sativa] 



dbj_RAA07207_ (D38010) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



407146 

uC-osflM202035c09bl 

BLASTX 

g4769012 

389 

2.0e-68 

130 

99 

(AF143746) CER1 [Oryza sativa] 
407147 

uC-osflM202035cl0bl 

BLASTN 

g4680189 

358 

0.0e+00 



52622 



4) 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



494 
99 

Oryza sativa subsp. indica putative dnaJ-like protein, 
putative myb-related protein, putative farnesyl 
pyrophosphate synthase, and hypothetical protein genes, 
complete cds 

407148 

uC-osflM202035cllbl 

BLASTX 

g3882211 

306 

8.0e-28 

145 

43 

(AB018288) KIAA0745 protein [Homo sapiens] 
407149 

uC-osflM202035cl2bl 

BLASTX 

g4589981 

187 

7.0e-14 

75 
48 

(AC007195) 
thaliana] 



amidophosphoribosyltransf erase [Arabidopsis 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



407150 

uC-osflM202035d02bl 

BLASTX 

gll68609 

237 

8.0e-35 

99 

76 

AUXIN-RESISTANCE PROTEIN AXR1 >gi_479664_pir S35071 

auxin-resistance protein AXR1 - Arabidopsis thaliana 
>gi_304104 (L13922) ubiquit in- activating enzyme El 

[Arabidopsis thaliana] >gi_2388579 (AC000098) Match to 
Arabidopsis AXR1 ( gb_ATHAXRl 122) . [Arabidopsis thaliana] 
>gi_448755_prf 1917337A ubiquitin-activating enzyme El 

[Arabidopsis thaliana] 



407151 

uC-osflM202035d03bl 

BLASTX 

g6007826 

145 

6.0e-09 

39 

67 

(AF189156) rab escort protein-2 



[Mus musculus] 



407152 

uC-osflM202035d06bl 
BLASTX 



52623 



o 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



g3318615 
806 

2.0e-86 

159 

98 

(AB016065) 
sativa] 



mitochondrial phosphate transporter [Oryza 



407153 

uC-osflM202035d07bl 

BLASTX 

g3298544 

310 

2.0e-42 

110 

70 

(AC004681) unknown protein [Arabidopsis thaliana] 
407154 

uC-osflM202035d08bl 

BLASTX 

g4079798 

324 

8.0e-52 

111 

97 

(AF052203) 
sativa] 



23 kDa polypeptide of photosystem II [Oryza 



407155 

uC-osflM202035d09bl 

BLASTX 

g2293332 

156 

3.0e-10 

52 
58 

(AF011338) unknown [Dictyostelium discoideum] 
407156 

uC-osflM202035dllbl 

BLASTX 

g3335341 

227 

2.0e-18 

108 

46 

(AC004512) T8F5.10 [Arabidopsis thaliana] 
407157 

uC-osflM202035e02bl 

BLASTX 

g4582459 

456 

2.0e-45 

159 

55 



52624 



NCBI Description 



(AC007071) 
thaliana] 



putative RanBP7 /import in protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407158 

uC-osflM202035e04bl 

BLASTX 

gl296955 

298 

2.0e-32 

126 

31 

(X95402) duplicated domain structure protein [Oryza sativa] 
407159 

uC-osflM202035e05bl 

BLASTX 

gl296955 

661 

2.0e-69 

121 

50 

(X95402) duplicated domain structure protein [Oryza sativa] 
407160 

uC-osflM202035e06bl 

BLASTX 

gl778093 

299 

5.0e-27 

113 

56 

(U64 902) putative sugar transporter; member of major 
facilitative superfamily; integral membrane protein [Beta 
vulgaris] 

407161 

uC-osflM202035el0bl 

BLASTX 

g5123943 

283 

1.0e-37 

116 
67 

(AL079349) serine/threonine-specif ic protein kinase MHK 
[Arabidopsis thaliana] 

407162 

uC-osflM202035ellbl 

BLASTX 

g2738248 

639 

7.0e-67 

166 

80 

(U97200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] 



52625 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407163 

uC-osflM202035el2bl 

BLASTX 

g4415911 

374 

9.0e-36 

162 
18 

(AC006282) putative polyA binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407164 

uC-osflM202035f03bl 

BLASTX 

g5690010 

222 

5.0e-18 

118 

42 

(AJ132472) Family 3 
flavefaciens] 



Glycoside Hydrolase [Ruminococcus 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407165 

uC-osflM202035f04bl 

BLASTX 

gl814403 

501 

1.0e-50 

123 
78 

(U84889) methionine synthase 
crystallinum] 



[ Me s embr y an t hemum 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



407166 

uC-osflM202035f05bl 

BLASTX 

g4538965 

223 

4.0e-18 

137 
42 

(AL049488) hypothetical protein [Arabidopsis thaliana] 
407167 

uC-osflM202035f06bl 

BLASTX 

g730512 

185 

8.0e-14 

50 

70 

RAS-RELATED PROTEIN RIC2 >gi_4 81506_pir S387 41 GTP-binding 

protein ric2 - rice >gi_218228_dbj__BAA02904_ (D13758) 
ras-related GTP binding protein [Oryza sativa] 

407168 

uC-osflM202035f09bl 



52626 











MPDT 

i-N ± \J X 






BLAST score 


152 




E value 


8.0e-80 




Match length 






% identity 


on 




jnl,£si uescription 


Oryza sativa mRNA for chilling tolerance related prol 






complete cds, clone :pBC5 91 




oeq. ino . 


4U / ioy 




oeq. 11J 


uu 0 s r ijyiz u z u 0 0 r 1 id 1 




Mf\ -|- Vi /-> iH 


RT ZXQTY 
DJ_jriO 1 A 




NCBI GI 


g3415117 




BLAST score 


250 




E value 


j . ue-zi 




waxen lengun 


111 
111 




% identity 


4 / 




1N\_/D-L UcbtliptlOIl 


viiruoizuoj vmin 3 [firaDiuopsis unaiianaj 


""ill 


oeq. no. 


a m 1 
4U / 1 / U 




Q orf in 


UL - OS rijxiz UZU JO 1 1ZD1 




TWT/~\ ~f~~ V*i j^t /-J 

LYie LllOu 


rSliilo 1a 




NCBI GI 


g5262154 




BLAST score • 


226 




E value 


z . ue-io 




lyiai-cn xengrn 


1 JO 


I s 


-s identity 


39 


y * 


wtDi Description 


(ALUoUzj/) putative protein [Arabxaopsis tnalianaj 


5 

|^ 


Seq, No. 


407171 


f% 


oeq. iu 


nO_/-M^.-PT A/onorio c^noKT 
UL - os riMZ uzu oogUZDl 


L4. 




DT Z\CTM 
IDlLrt.O 1 IN 




nA9.lL 9ft 1 
y 0 / <± z 0 1 




BLAST score 


36 


PI 


E value 


1.0e-10 


LJj 


Match length 


4 4 






QC 




NCBI Description 


Arabidopsis thaliana chromosome II BAC F8D23 genomic 






sequence, complete sequence 




oeq. JNO. 


4U 11 12. 






UL.~"OsriMzuzu Jogu JDi 






JDliriO 1 A 




NCBI GI 


g2570511 




BLAST score 


701 




E value 


4.0e-74 




Match length 


154 




% identity 


84 



NCBI Description (AF022738) chlorophyll a-b binding protein [Oryza sativa] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



407173 

uC-osflM202035g06bl 

BLASTX 

g417745 

679 

1.0e-71 
160 



52627 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



83 

ADENOSYLHOMOCYSTEINASE ( S-ADENOSYL-L-HOMOCYSTEINE 
HYDROLASE) (ADOHCYASE) >giJL70773 (L11872) 
S-adenosyl-L-homocysteine hydrolase [Triticum aestivum] 

407174 

uC-osflM202035gl0bl 

BLASTX 

g5360230 

742 

6.0e-79 

136 

99 

(AB015287) Ran [Oryza sativa] 
407175 

uC-osflM202035gllbl 

BLASTX 

g3776084 

179 

7.0e-13 

64 

47 

(Y18251) NtN2 [Medicago truncatula] 



407176 

uC-osflM202035gl2bl 

BLASTX 

gl421751 

175 

2.0e-12 

36 

92 

(U60592) putative ORF; conserved in 5' 
SAMdC [Pisum sativum] 



leaders of plant 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



407177 

'uC-osflM202035h02bl 

BLASTX 

g!32105 

365 

5.0e-35 

90 

81 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

{RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

407178 

uC-osflM202035h04bl 
BLASTX 



52628 



o 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID* 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



g5091611 
587 

9.0e-61 

154 

79 

(AC007858) Similar to gb_U43629 integral membrane protein 
from Beta vulgaris and is a member of the sugar transporter 
family PFJD0083. ES [Oryza sativa] 

407179 

uC-osflM202035h07bl 

BLASTX 

g3183079 

440 

9.0e-44 

90 

96 

MALATE DEHYDROGENASE, GLYOXYSOMAL PRECURSOR 
>gi_1375075_dbj_BAA12870.1__ (D85763) glyoxysomal malate 
dehydrogenase [Oryza sativa] 

407180 

uC-osflM202035hllbl 

BLASTX 

g218157 

199 

2.0e-15 

41 
95 

(D13512) cytoplasmic aldolase [Oryza sativa] 
407181 

uC-osflM202035hl2bl 

BLASTX 

gl769887 

615 

5.0e-64 
160 
69 

acid permease 6 [Arabidopsis thaliana] 



(X95736) amino 



407182 

uC-osflM202037a02bl 

BLASTX 

g3650033 

275 

2.0e-24 

92 

62 

(AC005396) unknown protein [Arabidopsis thaliana] 
407183 

uC-osflM202037a04bl 

BLASTX 

g520582 

189 

1.0e-14 



52629 



Match length 


52 


% identity 


69 


NCBI Description 


(D37796) Ids3 [Hordeum vulgare] 


Seq. No. 


407184 


Seq. ID 


uC-osflM202037a05bl 


Method 


BLASTX 


NCBI GI 


g2407281 


BLAST score 


152 


E value 


1.0e-12 


Match length 


81 


% identity 


58 


NCBI Description 


(AF017363) ribulose 1, 5-bisphosphate carboxylase small 




subunit [Oryza sativa] 


Seq. No. 


407185 


Seq. ID 


uC-osflM202037a07bl 


Method 


BLASTX 


NCBI GI 


g543711 


BLAST score 


321 


E value 


8.0e-30 


Match length 


73 


% identity 


93 


NCBI Description 


14-3-3-LIKE PROTEIN S94 >gi 419796 pir S30927 14-3-3 




protein homolog - rice >gi_303859_dbj_BAA03711_ (D16140 




brain specific protein [Oryza sativa] 


Seq. No. 


407186 


Seq. ID 


uC-osflM202037a08bl 


Method 


BLASTX 


NCBI GI 


g4538913 


BLAST score 


276 


E value 


3.0e-24 


Match length 


93 


% identity 


59 


NCBI Description 


(AL049482) putative protein [Arabidopsis thaliana] 


Seq. No. 


407187 


Seq. ID 


uC-osflM202037al0bl 


Method 


BLASTX 


NCBI GI 


g2570515 


BLAST score 


470 


E value 


3.0e-47 


Match length 


106 


% identity 


87 


NCBI Description 


(AF022740) glycolate oxidase [Oryza sativa] 


Seq. No. 


407188 


Seq. ID 


uC-osflM202037allbl 


Method 


BLASTX 


NCBI GI 


gl572819 


BLAST score 


282 


E value 


3.0e-25 


Match length 


120 


% identity 


47 


NCBI Description 


(U70855) similar to the RAS gene family [Caenorhabditis 




elegans] 



52630 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407189 

uC-osflM202037al2bl 

BLASTX 

g4887131 

233 

2.0e-19 

92 
58 

(AF134732) 60S ribosomal protein LI [Prunus armeniaca] 
407190 

uC-osflM202037b06bl 

BLASTX 

g586078 

556 

3.0e-57 

113 

93 

TUBULIN BETA CHAIN >gi_1076736_pir JC2518 beta-tubulin 

pTUB22 - rice >gi_303842_dbj_BAA02505_ (D13224) 
beta-tubulin [Oryza -sativa] 

407191 

uC-osflM202037b07bl 

BLASTX 

g3149952 

638 

9.0e-67 

156 
76 

(AB010259) DRH1 [Arabidopsis thaliana] 
>gi_6016713_gb_AAF01539.1_AC009325__9 (AC009325) RNA 
helicase, DRH1 [Arabidopsis thaliana] 

407192 

uC-osflM202037b08bl 

BLASTX 

g4646223 

463 

3.0e-46 

146 

60 

(AC007295) hypothetical protein, 5 1 
thaliana] 



partial [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407193 

uC-osflM202037b09bl 

BLASTX 

g5081779 

510 

6.0e-52 

110 

84 

(AF150630) cellulose synthase [Gossypium hirsutum] 



Seq. No. 



407194 



52631 



Seq.- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



uC-osflM202037b!2bl 

BLASTX 

g3482918 

375 

7.0e-36 
125 
63 

(AC003970) 
thaliana] 



Similar to ATP-citrate-lyase [Arabidopsis 



407195 

uC-osflM202037c02bl 

BLASTX 

g2459429 

399 

8.0e-39 

100 

75 

(AC002332) unknown protein [Arabidopsis thaliana] 
407196 

uC-osflM202037c03bl 

BLASTX 

g4741942 

289 

7.0e-26 

93 

61 

(AF134121) LhcaS protein [Arabidopsis thaliana] 
407197 

uC-osflM202037c04bl 

BLASTX 

g2293480 

422 

2.0e-41 

85 

96 

(AF011331) glycine-rich protein [Oryza sativa] 
407198 

uC-osflM202037c05bl 

BLASTX 

gll70937 

436 

3.0e-43 

92 

92 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 
>gi_45054 9_emb_CAA81481_ (Z26867) S-adenosyl methionine 
synthetase [Oryza sativa] 

407199 

uC-osflM202037c06bl 

BLASTX 

g3122858 



52632 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



559 

2.0e-57 

164 

68 

D-3-PH0SPH0GLYCERATE DEHYDROGENASE PRECURSOR (PGDK) 
>gi_2189964_dbj_BAA20405_ (AB003280) Phosphoglycerate 
dehydrogenase [Arabidopsis thaliana] 

>gi_2804258_dbj_BAA2444 0_ (AB010407) phosphoglycerate 
dehydrogenase [Arabidopsis thaliana] 

407200 

uC-osflM202037c07bl 

BLASTX 

g2499819 

259 

1.0e-38 

138 
64 

ASPARTIC PROTEINASE ORYZASIN 1 PRECURSOR 

>gi_2130068_pir S66516 aspartic proteinase 1 precursor - 

rice >gi_1030715_dbj_BAA06876_ (D32165) aspartic protease 
[Oryza sativa] >gi_171128 9_dbj_BAA06875_ (D32144) aspartic 
protease [Oryza sativa] 

407201 

uC-osflM202037c08bl 

BLASTX 

g2130067 

574 

3.0e-59 

114 

99 

aspartate transaminase (EC 2.6.1.1), 
>gi_2696240_dbj_BAA23815.1_ (D67043) 
aminotransferase [Oryza sativa] 



mitochondrial 
aspartate 



rxce 



407202 

uC-osflM202037c09bl 

BLASTX 

g543711 

683 

5.0e-72 

140 

99 

14-3-3-LIKE PROTEIN S94 >gi_419796_pir S30927 14-3-3 

protein homolog - rice >gi_303859_dbj_BAA03711_ (D16140) 
brain specific protein [Oryza sativa] 

407203 

uC-osflM202037cl0bl 

BLASTN 

g5006854 

157 

8.0e-83 

181 

97 

Oryza sativa homeodomain leucine zipper protein (hox5) 



52633 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



mRNA, complete cds 
407204 

uC-osflM202037cllbl 

BLASTX 

g551288 

615 

2.0e-70 

153 

90 

(Z33611) phosphoglycerate mutase [Zea mays] 
407205 

uC-osflM202037d02bl 

BLASTX 

g2130069 

719 

3.0e-76 

158 

85 

catalase (EC 1.11.1.6) catA - rice 

>gi__1261858_dbj_BAA06232_ (D29966) catalase [Oryza sativa] 
407206 

uC-osflM202037d05bl 

BLASTX 

g2827002 

571 

7.0e-59 

127 

90 

(AF005993) HSP70 [Triticum aestivum] 
407207 

uC-osflM202037d06bl 

BLASTX 

g2286153 

376 

4.0e-36 

98 

78 

(AF007581) cytoplasmic malate dehydrogenase [Zea mays] 
407208 

uC-osflM202037d07bl 

BLASTX 

g5912299 

468 

5.0e-47 

118 

85 

(AJ133787) gigantea homologue [Oryza sativa] 
407209 

uC-osflM202037d08bl 

BLASTX 

g2662341 



52634 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



702 

2.0e-74 

137 

99 

(D63580) EF-1 alpha [Oryza sativa] 
>gi_2662345_dbj_BAA23659_ (D63582) 
sativa] >gi_2662347_dbj_BAA23660_ 
[Oryza sativa] 



EF-1 alpha [Oryza 
;D63583) EF-1 alpha 



407210 

uC-osflM202037dllbl 

BLASTX 

gl805654 

219 

1.0e-17 

72 

62 

(X99972) calmodulin-stimulated calcium-ATPase 
oleracea] 



[Brassica 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



407211 

uC-osflM202037dl2bl 

BLASTX 

g3688171 

223 

4.0e-18 

120 

46 

(AL031804) putative protein [Arabidopsis thaliana] 
407212 

uC-osflM202037e01bl 

BLASTX 

g3023816 

576 

2.0e-59 

129 

88 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 
>gi_968996 (U31676) glyceraldehyde-3-phosphate 
dehydrogenase [Oryza sativa] 

407213 

uC-osflM202037e02bl 

BLASTX 

g4467099 

480 

2.0e-48 

126 

81 

(AL035538) glycine hydroxymethyltransf erase like protein 
[Arabidopsis thaliana] 

407214 

uC-osflM202037e03bl 

BLASTX 

g548770 



52635 



BLAST scorjB 
E value "~ 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



651 

3.0e-68 

137 

90 

60S RIBOSOMAL PROTEIN L3 >gi_481228_pir S38359 ribosomal 

protein L3 - rice >gi_303853_dbj_BAA02155_ (D12630) 
ribosomal protein L3 [Oryza sativa] 

407215 

uC-osflM202037e07bl 

BLASTN 

gl707639 

287 

1.0e-160 

319 

97 

0. sativa mRNA for transcription activator, GAMyb 
407216 

uC-osflM202037e09bl 

BLASTX 

g3660465 

197 

4.0e-15 

76 

51 

(AJ001753) Inositol 1, 3, 4-Trisphosphate 5/6 kinase 
[Arabidopsis thaliana] 

407217 

uC-osflM202037ellbl 

BLASTX 

g3360291 

605 

5.0e-63 
138 
81 

{AF023165] 
2 [Zea mays] 



leucine-rich repeat transmembrane protein kinase 



Seq. No. 407218 

Seq. ID uC-osflM202037el2bl 

Method BLASTX 

NCBI GI g2781348 

BLAST score 426 

E value 6.0e-42 

Match length 127 

% identity 64 

NCBI Description (AC003113) F2401.4 [Arabidopsis thaliana] 

Seq. No. 407219 

Seq. ID uC-osflM202037f01bl 

Method BLASTX 

NCBI GI g4091010 

BLAST score 280 

E value 7.0e-25 

Match length 118 



52636 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53 

(AF042275) anther-specific protein [Oryza sativa] 
407220 

uC-osflM202037f04bl 

BLASTX 

g3775987 

384 

4.0e-37 

127 

58 

(AJ010457) RNA helicase [Arabidopsis thaliana] 
407221 

uC-osflM202037f05bl 

BLASTN 

g4138731 

43 

9.0e-15 

155 

82 

Zea mays mRNA for proline-rich protein 
407222 

uC-osflM202037f06bl 

BLASTX 

g3643603 

514 

4.0e-52 

182 

54 

(AC005395) unknown protein [Arabidopsis thaliana] 
407223 

uC-osflM202037f08bl 

BLASTX 

g320617 

499 

2.0e-55 

112 

96 

chlorophyll a/b-binding protein II precursor - rice 

>gi_227612_prf 1707316B chlorophyll a/b binding protein 2 

[Oryza sativa] 

407224 

uC-osflM202037f09bl 

BLASTX 

g5441889 

484 

7.0e-49 

119 

82 

(AP000367) Similar to SEC7 protein, Saccharomyces 
cerevisiae, PIR2:S4 9764; Contains Immunoglobulins and major 
histocompatibility complex proteins signature. (AL022 604) 
[Oryza sativa] 



52637 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407225 

uC-osflM202037g01bl 

BLASTN 

g4521194 

38 

8.0e-12 

167 
86 

Oryza sativa DNA, centromere sequence RCB11 
407226 

uC-osflM202037g02bl 

BLASTX 

g485517 

415 

9.0e-41 

84 

95 

ADP,ATP carrier protein - rice 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407227 

uC-osflM202037g03bl 

BLASTX 

g4455323 

186 

5.0e-14 

81 

49 

(AL035525) aminopeptidase-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407228 

uC-osflM202037g04bl 

BLASTX 

g2653879 

383 

7.0e-42 

146 

54 

(AF026389) adenyl cyclase 



[Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



407229 

uC-osflM202037g06bl 

BLASTX 

gl29591 

412 

2.0e-40 

100 

81 

PHENYLALANINE AMMONIA-LYASE >gi_295824_emb_CAA3422€_ 
(X16099) phenylalanine ammonia-lyase [Oryza sativa]" 

407230 

uC-osflM202037g09bl 

BLASTX 

g2642450 



52638 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215 

3.0e-17 

85 , 
54 ' . - 

(AC002391) putative metal ion transporter (Nramp) 
[Arabiclopsis thaliana] >gi_3 16918 8_gb_AAC17 831 . 1_ 
(AC004401) putative metal ion transporter (Nramp) 
[Arabiclopsis thaliana] 



Seq. No. 


407231 


Seq. ID 


uC-osflM202037gl0bl 


Method 


BLASTX 


NCBI GI 


g419789 


BLAST score 


275 


E value 


3.0e-24 


Match length 


98 


% identity 


52 


NCBI Description 


hypothetical protein - potato 


Seq. No. 


407232 


Seq. ID 


uC-osflM202037h02bl 


Method 


BLASTN 


NCBI GI 


gl695697 


BLAST score 


181 


E value 


3.0e-97 


Match length 


216 


% identity 


96 


NCBI Description 


Oryza sativa mRNA for C-type i 


Seq. No. 


407233 


Seq. ID 


uC-osflM202037h03bl 


Method 


BLASTX 


NCBI GI 


g320618 


BLAST score 


376 


E value 


3.0e-36 


Match length 


97 


% identity 


76 


NCBI Description 


chlorophyll a/b-binding prote: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



I precursor - rice 
>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

407234 

uC-osflM202037h05bl 

BLASTX 

g3789952 

735 

4.0e-78 

147 

97 

(AF094775) 
sativa] 



chlorophyll a/b-binding protein presursor [Oryza 



407235 

uC-osflM202037h06bl 
BLASTX 



52639 



o 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



gl29916 
561 

8.0e-58 
139 ' 

83 * 

PHOSPHOGLYCERATE KINASE, CYTOSOLIC >gi__66911_pir TVWTGY 

phosphoglycerate kinase (EC 2.7.2.3), cytosolic - wheat 
>gi_21835_emb_CAA33302_ (X15232) phosphoglycerate kinase 
(AA 1 - 401) [Triticum aestivum] 

407236 

uC-osflM202037hl0bl 

BLASTX 

gl705678 

553 

3.0e-72 

162 

43 

CELL DIVISION CYCLE PROTEIN 48 HOMOLOG (VALOSIN CONTAINING 
PROTEIN HOMOLOG) (VCP) >gi_862480 (U20213) 
valosin-containing protein [Glycine max] 

407237 

uC-os f 1M2 02 0 3 9a0 lbl 

BLASTX 

g2130069 

200 

6.0e-16 

39 

97 

catalase (EC 1.11.1.6) catA - rice 
>gi_1261858__dbj_BAA06232_ (D29966) 



catalase [Oryza sativa] 



407238 

uC-osflM202039a03bl 

BLASTX 

g3777602 

304 

7.0e-28 

66 

94 

(AF095709) 50S ribosomal protein L10 [Oryza sativa] 
407239 

uC-osflM202039a07bl 

BLASTX 

g4455192 

230 

4.0e-19 

109 

47 

(AL035440) putative protein [Arabidopsis thaliana] 
407240 

uC-osflM202039a09bl 

BLASTX 

g2791806 



52640 



BLAST score 
E value 
.Match length 
%> identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233 

2.0e-19 

'79 
57 

(AF041433) 



bet 3 [Mus musculus] 



407241 

uC-osflM202039al0bl 

BLASTX 

g4733891 

309 

2.0e-28 
126 
54 

(AF104924] 



unconventional myosin heavy chain [Zea mays] 



407242 

uC-osflM202039allbl 

BLASTX 

gl076678 

306 

4.0e-28 

61 
100 

ubiquitin / ribosomal protein S27a 



potato (fragment) 



407243 

uC-osflM202039al2bl 

BLASTX 

g2982453 

372 

1.0e-38 

105 

84 

(AL022223) f ructose-bisphosphate aldolase-like protein 
[Arabidopsis thaliana] 

407244 

uC-osflM202039b01bl 

BLASTX 

g4584342 

485 

2.0e-50 

168 

64 

(AC007127) putative ubiquitin protein [Arabidopsis 
thaliana] 



407245 

uC- os f 1M2 0 2 0 3 9b0 3b 1 

BLASTX 

g3935184 

330 

1.0e-30 

147 
48 

(AC004557) F17L21.27 



[Arabidopsis thaliana] 



52641 



4) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407246 

uC-osflM202039b04bl 

BLASTX 

g3915023 

331 

1.0e-30 

148 

49 

SUCROSE- PHOSPHATE SYNTHASE 1 

(UDP-GLUCOSE-FRUCTOSE-PHOSPHATE GLUCOSYLTRANSFERASE 1) 
>gi_2588888_dbj_BAA23213_ (AB005023) sucrose-phosphate 
synthase [Citrus unshiu] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407247 

uC-osflM202039b!0bl 

BLASTX 

g3193284 

178 

8.0e-13 

55 

58 

(AF069298) No definition line found [Arabidopsis thaliana] 
407248 

uC-osflM202039bl2bl 

BLASTX 

g2498586 

424 

1.0e-41 

117 

70 

MAJOR POLLEN ALLERGEN ORY S 1 PRECURSOR {ORY S I) 
>gi_1173557 (U31771) Ory s 1 [Oryza sativa] 

407249 

uC-osflM202039c01bl 

BLASTN 

g5714761 

51 

1.0e-19 

102 

97 

Oryza sativa subsp. indica serine/threonine protein 
phosphatase PP2A-4 catalytic subunit (PP2A) gene, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407250 

uC-osflM202039c07bl 

BLASTX 

g3461846 

292 

2.0e-26 

106 
25 

(AC005315) 
thaliana] 



putative zinc-finger protein [Arabidopsis 



52642 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407251 

uC-osflM202039c09bl 
- BLASTX 
gl24226 
179 

4.0e-13 

61 
61 

INITIATION FACTOR 5A-2 (EIF-5A) (EIF-4D) 

>gi_100278_pir S21059 translation initiation factor 

eIF-5A.2 - curled-leaved tobacco >gi_19702_emb_CAA45104_ 
(X63542) eukaryotic initiation factor 5A (2) [Nicotiana 
plumbaginifolia] 

407252 

uC-osflM202039cllbl 

BLASTX 

g3152596 

244 

2.0e-20 

121 

49 

(AC002986) YUP8H12R.36 [Arabidopsis thaliana] 
407253 

uC-osflM202039d01bl 

BLASTX 

g4415994 

238 

7.0e-20 

45 

98 

(AF059289) beta-tubulin 3 [Eleusine indica] 
407254 

uC-osflM202039d02bl 

BLASTX 

g5668763 

386 

3.0e-37 

147 
49 

(AC005916) Similar to gb_U04299 mannosyl-oligosaccharide 
alpha-l,2-mannosidase from Mus musculus. ESTs gb_R84145 
and gb_AA394707 come from this gene. [Arabidopsis thaliana] 

407255 

uC-osflM202039d03bl 

BLASTX 

gl304270 

351 

2.0e-33 

84 

85 

(D45189) plasma membrane H+-ATPase [Zostera marina] 



52643 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407256 

uC-osflM202039d05bl 

BLASTX 

gl709970 

350 

5.0e-33 

86 

78 

60S RIBOSOMAL PROTEIN L10A 
407257 

uC-osflM202039d07bl 

BLASTX 

g2501190 

186 

2.0e-14 

39 

90 

THIAMINE BIOSYNTHETIC ENZYME 1-2 PRECURSOR 

>gi_2130147_pir S61420 thiamine biosynthetic enzyme thil- 

- maize >gi_596080 (U17351) thiamine biosynthetic enzyme 
[Zea mays] 

407258 

uC-osflM202039d08bl 

BLASTN 

g20181 

106 

2.0e-52 

106 

100 

Rice cab2R gene for light harvesting chlorophyll 
a/b-binding protein 

407259 

uC-osflM202039e05bl 

BLASTX 

g4836883 

253 

4.0e-27 

156 

39 

(AC007260) lcl_prt_seq 
[Arabidopsis thaliana] 



No definition line found 



407260 

uC-osflM202039ellbl 

BLASTX 

g537404 

499 

2.0e-50 

106 

88 

(D26537) WSI76 protein induced by water stress [Oryza 
sativa] 



Seq. No. 



407261 



52644 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



uC-osflM202039el2bl 

BLASTX 

g3169178 

148 

2.0e-09 

65 

48 

{AC004401} hypothetical protein [Arabidopsis thaliana] 
407262 

uC-osflM202039f02bl 

BLASTX 

g3540194 

475 

2.0e-47 

140 

66 

(AC004260) AtVPS45p [Arabidopsis thaliana] 



407263 

uC-osflM202039f03bl 

BLASTX 

g3395431 

149 

2.0e-09 

76 

39 

(AC004683) unknown protein 



[Arabidopsis thaliana] 



407264 

uC-osflM202039f05bl 

BLASTX 

g421916 

156 

2.0e-10 

31 

94 

chlorophyll a/b-binding protein - English ivy (fragment) 
>gi_12582_emb_CAA48410__ (X68333) light harvesting 
chlorophyll a /b binding protein [Hedera helix] 

407265 

uC-osflM202039fl2bl 

BLASTN 

gl519252 

96 

1.0e-46 

169 
91 

Oryza sativa GF14-d protein mRNA, complete cds 
407266 

uC-osflM202039g01bl 

BLASTX 

g3126854 

711 

2.0e-75 

52645 



Match length 147 

% identity 93 

NCBI Description (AF061577) chlorophyll a/b binding protein [Oryza sativa] 

Seq. No. 407267 

Seq. ID uC-osflM202039g02bl 

Method BLASTX 

NCBI GI gl362008 

BLAST score 342 

E value 3.0e-32 

Match length 75 

% identity 21 

NCBI Description ubiquitin-like protein 12 - Arabidopsis thaliana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407268 

uC-osflM202039g05bl 

BLASTX 

g3273243 

184 

3.0e-14 

45 

82 

(AB004660) NLS receptor [Oryza sativa] 

>gi_3273245__dbj_BAA31166_ (AB004814) NLS receptor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407269 

uC-osflM202039h01bl 

BLASTX 

g5541685 

250 

2.0e-21 

69 

70 

(AL096859) chloroplast import-associated channel homolog 
[Arabidopsis thaliana] 

407270 

uC-osflM202039h03bl 

BLASTX 

gl!5787 

259 

1.0e-22 

71 

79 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109__ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



407271 

uC-osflM202039h04bl 

BLASTX 

gl00638 

145 

4.0e-09 



52646 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



45 
53 

pollen allergen Lol p I precursor (clone 5A) - perennial 
ryegrass >gi_168316 (M57474) pollen allergen [Lolium 
perenne] 

407272 

uC-osflM202040a01bl 

BLASTX 

g!168493 

208 

1.0e-16 

49 
84 

ARGINASE >gi_602422 (015019) arginase [Arabidopsis 
thaliana] >gi_4325373_gb_AAD17369_ (AF128396) Arabidopsis 
thaliana arginase (SW:P46637) (Pfam: PF00491, Score=419.6, 
E-3.7e-142 N=l) [Arabidopsis thaliana] 

407273 

uC-osflM202040a04bl 

BLASTX 

g3928089 

169 

1.0e-ll 

146 

31 

(AC005770) putative osr40 [Arabidopsis thaliana] 
407274 

uC-osflM202040a05bl 

BLASTX 

gl632822 

242 

1.0e-20 

83 
65 

(Y08962) 
(U77297) 



transmembrane protein 
transmembrane protein 



[Oryza sativa] 
[Oryza sativa] 



>gi__1667594 



407275 

uC-osflM202040a08bl 

BLASTX 

g2104535 

289 

9.0e-37 

137 

59 

(AF001308) T10M13.13 [Arabidopsis thaliana] 
407276 

uC-osflM202040al2bl 

BLASTX 

g4539404 

175 

1.0e-12 

81 



52647 



0 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



47 

(AL049524) 



putative protein [Arabidopsis thaliana] 



407277 

uC-osflM202040b02bl 

BLASTX 

g730580 

595 

7.0e-69 
141 

"99 

60S ACIDIC RIBOSOMAL PROTEIN P0 >gi_455401_dbj_BAA04668 
(D21130) acidic ribosomal protein P0 [Oryza sativa] 

407278 

uC-osflM202040b05bl 

BLASTN 

g871985 

124 

5.0e-63 

281 

91 



NCBI Description A. sativa Aspkll mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%. identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



407279 

uC-osflM202040b06bl 

BLASTN 

g5257255 

110 

6.0e-55 

206 

90 

Oryza sativa genomic DNA, chromosome 8, clone : P0026F07 
407280 

uC-osflM202040b07bl 

BLASTX 

gl616659 

257 

3.0e-22 

101 

55 

(U49387) adenylosuccinate synthetase 



[Triticum aestivum] 



407281 

uC-osflM202040bl0bl 

BLASTX 

g3087888 

187 

7.0e-14 

76 

49 

(X94302) hexokinase [Solanum tuberosum] 
407282 

uC-osflM202040bl2bl 
BLASTN 



52648 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g5257255 
258 

1.0e-143 

318 

95 

Oryza sativa genomic DNA, chromosome 8, clone: PO 02 6F07 
407283 

uC-osflM202040c03bl 

BLASTX 

g2738248 

666 

5.0e-70 

170 

79 

(U97200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] 

407284 

uC-osflM202040c04bl 

BLASTX 

g6041819 

244 

2.0e-20 

141 
39 

(AC009918) unknown protein [Arabidopsis thaliana] 
407285 

uC-osflM202040c05bl 

BLASTN 

gl255684 

68 

2.0e-30 

88 

94 

Rice mRNA for aspartic protease, 
407286 

uC-osflM202040c09bl 
BLASTX 
g2662343 
810 

8.0e-87 
158 
97 

(D63581) 



complete cds 



EF-1 alpha [Oryza sativa] 



407287 

uC-osflM202040cllbl 

BLASTX 

gll5787 

175 

1.0e-12 

68 
66 

CHLOROPHYLL A-B BINDING PROTEIN 



2 PRECURSOR (LHCII TYPE I 



52649 



0 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

407288 

uC-osflM202040cl2bl 

BLASTX 

gl518540 

341 

4.0e-32 

72 
88 

(U53418) UDP-glucose dehydrogenase [Glycine max] 
407289 

uC-osflM202040d02bl 

BLASTX 

g2398829 

596 

8.0e-62 

168 

69 

(Y11220) mitochondrial uncoupling protein [Solanum 
tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407290 

uC-osflM202040d04bl 

BLASTX 

gll70937 

454 

2.0e-45 

88 

99 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 
>gi_45054 9_emb_CAA81481_ (Z26867) S-adenosyl methionine 
synthetase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



407291 

uC-osflM202040d06bl 

BLASTX 

g4455367 

188 

4.0e-14 

53 

70 

(AL035524) putative protein 
407292 

uC-osflM202040d07bl 

BLASTX 

g2980789 

297 

5.0e-27 

112 
57 



[Arabidopsis thaliana] 



52650 



NCBI Description (AL022197) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407293 

uC-osflM202040d09bl 

BLASTX 

g3892051 

290 

4.0e-26 

74 

66 

(AC002330) predicted NADH dehydrogenase 24 kD subunit 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



407294 

uC-osflM202040e01bl 

BLASTX 

g3142290 

323 

8.0e-30 

156 

47 

(AC002411) Contains similarity to gb_Z69902 from C. 
elegans. [Arabidopsis thaliana] 

407295 

uC-osflM202040e03bl 

BLASTX 

g3335359 

334 

3.0e-31 

112 

56 

(AC003028) unknown protein [Arabidopsis thaliana] 
407296 

uC-osflM202040e04bl 

BLASTX 

g4455335 

452 

6.0e-45 

152 

61 

(AL035525) putative protein [Arabidopsis thaliana] 
407297 

uC-osflM202040e07bl 

BLASTX 

gll36122 

635 

2.0e-66 

123 
95 

(X91807) alfa-tubulin [Oryza sativa] 
407298 

uC-osflM202040f09bl 
BLASTX 



52651 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



g3193293 
286 

2.0e-25 

154 

45 

(AF069298) contains a short region of similarity to another 
Arabidopsis hypothetical protein F19K23.8 (GB:AC000375) 
[Arabidopsis thaliana] 

407299 

uC-osflM202040g02bl 

BLASTX 

gl35417 

182 

1.0e-13 

61 
56 

TUBULIN ALPHA- 3 CHAIN >gi_10094 6_pir JN0105 tubulin 

alpha-3 chain - maize >gi_22150_emb_CAA448 61_ (X63176) 
Alpha-tubulin #3 [Zea mays] >gi_485377 (M60171) alpha-3 
tubulin [Zea mays] 

407300 

uC-osflM202040g05bl 

BLASTX 

g3345477 

160 

1.0e-15 

95 

55 

(AB016283) carbonic anhydrase [Oryza sativa] 
407301 

uC-os f 1M2 02040g06bl 

BLASTN 

g4107002 

174 

3.0e-93 

193 

98 

Oryza sativa mRNA for OSK5, complete cds 
407302 

uC-osflM202040gl2bl 

BLASTX 

g5731737 

505 

1.0e-51 

163 
69 

(AB021878) similar to yeast sodium/proton exchanger [Oryza 
sativa] 

407303 

uC-osflM202040h02bl 

BLASTX 

g3885886 



52652 



0 



BLAST score 635 

E value 2.0e-66 

Match length 135 

% identity 93 

NCBI Description (AF093631) Rieske Fe-S precursor protein [Oryza sativa] 

Seq. No. 407304 

Seq. ID uC-osflM202040h!2bl 

Method BLASTX 

NCBI GI g3367519 

BLAST score 214 

E value 1.0e-17 

Match length 60 

% identity 70 

NCBI Description (AC004392) Contains similarity to gb_U51898 



Ca2+-independent phospholipase A2 from Rattus norvegicus. 
[Arabidopsis thaliana] 






Seq. No. 


407305 




Seq. ID 


uC-osflM202043a03bl 




Method 


BLASTX 




■NCBI GI 


g3885888 




BLAST score 


321 




E value 


1.0e-29 




Match length 


108 




% identity 


66 




NCBI Description 


(AF093632) high mobi! 




Seq. No. 


407306 


IK 


Seq. ID 


uC-osflM202043a04bl 




Method 


BLASTX 




NCBI GI 


gll4657 




BLAST score 


643 




E value 


9.0e-68 


c 


Match length 


134 




% identity 


96 




NCBI Description 


ATP SYNTHASE A CHAIN 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



>gi_67926_pir LWRZ6 H+-transporting ATP synthase (EC 

3.6.1.34) chain- a - rice chloroplast 

>gi_11975_emb_CAA33990_ (X15901) ATPase a subunit [Oryza 
sativa] >gi_2 2 66 93_prf 1603356U ATPase a [Oryza sativa] 

407307 

uC-osflM202043a05bl 

BLASTX 

g401237 

231 

2.0e-19 

86 

64 

UBIQUITIN-ACTIVATING ENZYME El 2 >gi_JL70684 (M90663) 
ubiquitin activating enyme [Triticum aestivum] 

407308 

uC-osflM202043a09bl 

BLASTX 

g4490342 



52653 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



162 

8.0e-24 

169 

49 

(AL035656) putative protein [Arabidopsis thaliana] 
407309 

uC-osflM202043al0bl 

BLASTX 

g4102839 

402 

3.0e-39 

93 

76 

(AF016713) LeOPTl [Lycopersicon esculentum] 
407310 

uC-osflM202043allbl 

BLASTX 

g2827536 

176 

1.0e-12 

79 

39 

(AL021633) hypothetical protein [Arabidopsis thaliana] 
407311 

uC-osflM202043b01bl 

BLASTX 

g!055162 

304 

1.0e-27 

105 

50 

(U40029) No definition line found [Caenorhabditis elegans] 
407312 

uC-osflM202043b02bl 

BLASTX 

g2662341 

858 

2.0e-92 

168 

99 

(D63580) EF-1 alpha [Oryza sativa] 

>gi_2662345_dbj_BAA23659_ (D63582) EF-1 alpha [Oryza 
sativa] >gi_2662347_dbj_BAA23660_ (D63583) EF-1 alpha 
[Oryza sativa] 

407313 

uC-osflM202043b03bl 

BLASTX 

g2145356 

258 

2.0e-22 

83 

63 



52654 



o 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. 'No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(Y11122) HD-Zip protein [Arabidopsis thaliana] >gi_3132474 
(AC003096) homeobox protein, ATHB-14 [Arabidopsis thaliana] 

407314 

uC-osflM202043b05bl 

BLASTX 

g401237 

597 

5.0e-62 

146 

81 

UBIQUITIN-ACTIVATING ENZYME El 2 >gi_170684 (M90663) 
ubiquitin activating enyme [Triticum aestivum] 

407315 

uC-osflM202043b06bl 

BLASTN 

g5257255 

98 

8.0e-48 

162 

90 

Oryza sativa genomic DNA, chromosome 8, clone: P0026F07 
407316 

uC-os f 1M2 02 0 4 3bl Obi 

BLASTX 

g5430764 

577 

1.0e-59 

137 

83 

(AC007504) Putative Phosphatidylinositol 4-kinase PI4K 
[Arabidopsis thaliana] 



Seq. No. 407317 

Seq. ID uC-osflM202043c01bl 

Method BLASTX 

NCBI GI gl621268 

BLAST score 236 

E value 1.0e-19 

Match length 58 

% identity 72 

NCBI Description (Z81012) unknown [Ricinus communis] 

Seq. No. 407318 

Seq. ID uC-osflM202043c03bl 

Method BLASTX 

NCBI GI g4098272 

BLAST score 230 

E value 7.0e-19 

Match length 41 

% identity 98 

NCBI Description (U76558) alpha-tubulin [Triticum aestivum] 

Seq. No. 407319 

Seq. ID uC-osflM202043c09bl 



52655 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 



BLASTN 

g450548 

321 

1.0e-180 

386 

96 

0. sativa 



(pRSAM-1) gene for S-adenosyl methionine 



synthetase 
407320 

uC-osflM202043d02bl 

BLASTN 

g303854 

229 

1.0e-126 

233 

100 

Rice mRNA for ribosomal protein L7A, complete cds 



407321 

uC-osflM202043d03bl 

BLASTN 

gl574943 

72 

4.0e-32 

124 

35 

Oryza sativa polyubiquitin 



(Rubql) mRNA, complete cds 



407322 

uC-osflM202043d04bl 

BLASTX 

g!076800 

468 

9.0e-47 

104 

83 

L-ascorbate peroxidase {EC 1.11. 
maize >gi 600116 emb CAA84406 



1.11), 
Z34934) 



peroxidase 
peroxidase 



[Zea mays] 
[Zea mays] 



>gi__1096503_prf_ 



cytosolic isozyme - 

cytosolic ascorbate 
2111423A ascorbate 



407323 

uC-osflM202043d05bl 

BLASTX 

g2257756 

313 

9.0e-29 

103 

65 

(U82815) nucleolar histone deacetylase HD2-p39 
>gi_3650466 (AF026917) histone deacetylase HD2- 
mays] 



[Zea mays] 
■p39 [Zea 



Seq. No. 
Seq. ID 
Method 



407324 

uC-osflM202043d06bl 
BLASTX 



52656 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4103987 
588 

6.0e-61 . 

142 
82 

(AF030516) 5, 10-methylenetetrahydrof olate 

dehydrogenase-5, 10-methenyltetrahydr of olate cyclohydrolase 

[Pisum sativum] >gi_6002383_emb_CAB56756 . 1_ (AJ011589) 

5, 10-methylenetetrahydrof olate dehydrogenase: 

5, 10-methenyltetrahydrof olate cyclohydrolase [Pisum 

sativum] 



Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407325 

uC-osflM202043d08bl 

BLASTX 

g2641213 

480 

3.0e-48 

125 

54 

(AF031628) polyubiquitin [Schizophyllum commune] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407326 

uC-osflM202043d09bl 

BLASTX 

g6091746 

580 

6.0e-60 

148 

74 

(AC010797) putative sulfite oxidase 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407327 

uC-osflM202043dl0bl 

BLASTX 

g2493650 

626 

1.0e-66 

150 
92 

RUBISCO SUBUNIT BINDING-PROTEIN BETA SUBUNIT (60 KD 
CHAPERONIN BETA SUBUNIT) (CPN-60 BETA) 
>gi_1167858_emb_CAA93139_ (Z68903) chaperonin [Secale 
cereale] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407328 

uC-osflM202043dllbl 

BLASTX 

g4586254 

359 

5.0e-34 

71 

92 

(AL049640) auxilin-like protein 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



407329 

uC-osflM202043e01bl 



52657 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



BLASTX 

g2498586 

440 

1.0e-43 

122 
71 

MAJOR POLLEN ALLERGEN ORY S 1 PRECURSOR (ORY S 
>gi_1173557 (U31771) Ory s 1 [Oryza sativa] 



I) 



407330 

uC- os f 1M2 0 2 0 4 3e 0 2b 1 

BLASTX 

g6018458 

166 

1.0e-ll 

112 

41 

(AJ243972) 6-phosphogluconolactonase [Homo sapiens] 
407331 

uC-osflM202043e04bl 

BLASTX 

g4539383 

344 

3.0e-32 

159 
42 

(AL035526) 
thaliana] 



putative protein (fragment) [Arabidopsis 



407332 

uC-osflM202043e05bl 

BLASTX 

g4914429 

353 

2.0e-33 

107 

64 

(AL050351) SEC14-like protein [Arabidopsis thaliana] 



407333 

uC-osflM202043e08bl 

BLASTN 

gl524305 

60 

8.0e-25 

156 

85 

0. sativa waxy gene, 5' 



upstream region 



407334 

uC-osflM202043e09bl 

BLASTX 

g2498586 

422 

1.0e-41 
124 



52658 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



73 

MAJOR POLLEN ALLERGEN ORY S 1 PRECURSOR {ORY 
>gi_1173557 (U31771) Ory s 1 [Oryza sativa] 



S I) 



407335 

uC-osflM202043el0bl 

BLASTX 

g3785989 

521 

5.0e-53 

128 

77 

(AC005560) unknown protein [Arabidopsis thaliana] 



407336 

uC-osflM202043f01bl 

BLASTX 

g2498586 

519 

8.0e-53 

135 
76 

MAJOR POLLEN ALLERGEN ORY 
>gi 1173557 (U31771) Ory £ 



S 1 PRECURSOR (ORY 
1 [Oryza sativa] 



S I) 



407337 

uC-osflM202043f02bl 

BLASTX 

g2827139 

280 

1.0e-24 

94 

55 

(AF027172) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] >gi_404 9343_emb_CAA22568 . 1_ 
(AL034567) cellulose synthase catalytic subunit (RSW1) 
[Arabidopsis thaliana] 

407338 

uC-osflM202043f05bl 

BLASTN 

,g6041757 

86 

1.0e-40 

122 

93 

Genomic Sequence For Oryza sativa Clone 10P20, Lemont 
Strain, Complete Sequence, complete sequence 

407339 

uC-osflM202043f06bl 

BLASTN 

g4091009 

126 

3.0e-64 

261 

97 



52659 



NCBI Description Oryza sativa anther-specific protein gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407340 

uC-osflM202043f07bl 

BLASTX 

g2827139 

364 

1.0e-34 

90 

72 

(AF027172) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] >gi_404 9343_emb_CAA22568 . 
(AL034567) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 



1_ 

(RSW1) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%• identity 

NCBI Description 



407341 

uC-osflM202043f09bl 

BLASTX 

g4531442 

313 

1.0e-28 

101 
63 

(AC006224) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407342 

uC-osflM202043fl0bl 

BLASTN 

g473980 

39 

3.0e-12 

71 

87 

Rice mRNA, partial homologous to glycine-rich protein gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407343 

uC-osflM202043fllbl 

BLASTX 

gl29591 

846 

4.0e-91 

170 

97 

PHENYLALANINE AMMON I A- L YAS E >gi_2 95824_emb_CAA34226_ 
(X16099) phenylalanine ammonia-lyase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407344 

uC-osflM202043fl2bl 

BLASTX 

gl69777 

351 

4.0e-33 

62 

100 

(L10345) beta-amylase [Oryza sativa] 



Seq. No. 



407345 



52660 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-osflM202043g01bl 

BLASTX 

g4220521 

147 

4.0e-09 

68 

46 

(AL035356) putative protein 



[Arabidopsis thaliana] 



407346 

uC-osflM202043g02bl 

BLASTN 

g5410347 

34 

2.0e-09 

54 

91 

Sorghum bicolor BAC clone 110K5, partial sequence 
407347 

uC-osflM202043g03bl 

BLASTX 

g584882 

420 

4.0e-41 

160 

50 

C YCLOART ENOL SYNTHASE (2, 3-EPOXYSQUALENE — CYCLOARTENOL 
CYCLASE) >gi_45244 6 (U02555) cycloartenol synthase; 
(S)-2,3-epoxysqualene mutase [Arabidopsis thaliana] 

407348 

uC-osflM202043g04bl 

BLASTX 

g417154 

763 

2.0e-81 

154 

97 

HEAT SHOCK PROTEIN 82 >gi_100685_pir S25541 heat shock 

protein 82 - rice (strain Taichung Native One) 
>gi_20256_emb_CAA77978_ (Z11920) heat shock protein 82 
(HSP82) [Oryza sativa] 

407349 

uC-osflM202043g05bl 

BLASTX 

gl709619 

240 

3.0e-20 

60 

70 

PROTEIN DISULFIDE ISOMERASE PRECURSOR (PDI) 

>gi_214 6814_pir S69181 protein disulfide isomerase (EC 

5.3.4.1) precursor - maize >gi_625148 (L39014) protein 
disulfide isomerase [Zea mays] 



52661 



4) 



Seq. No. 


407350- 


Seq. ID 


uC-osflM202043g08bl 


Method 


BLASTN 


NCBI GI 


g5410347 


BLAST score 


98 


E value 


2.0e-47 


Match length 


409 


% identity 


87 


NCBI Description 


Sorghum bicolor BAC < 


Seq. No. 


407351 


Seq. ID 


uC-osflM202043gllbl 


Method 


BLASTX 


NCBI GI 


g4850408 


BLAST score 


222 


E value 


6.0e-18 


Match length 


110 


% identity 


46 


NCBI Description 


(AC007357 ) Contains 



sequence 



(C3HC4) ring 



finger motif. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407352 

uC-osflM202043gl2bl 
BLASTX 
g2130073 
297 

3.0e-27 
66 
89 

fructose-bisphosphate aldolase (EC 4.1.2 
cytosolic - rice >gi_786178_dbj_BAA08845 
C-l [Oryza sativa] >gi_790970_dbj_BAA08830_ (D50301) 
aldolase C-l [Oryza sativa] 



13) isoenzyme C-l, 
(D50307) aldolase 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407353 

uC-os f 1M2 0 2 0 4 3h0 lbl 

BLASTN 

g899263 

34 

1.0e-09 

62 

89 

G. domes ticus mRNA arf/cps3 for ADP-ribosylation factor 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407354 

uC-osflM202043h02bl 

BLASTX 

gll5787 

202 

3.0e-21 

75 
85 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 

(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 

[Oryza sativa] 



52662 



0 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 1 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407355 

uC-osflM202043h03bl 

BLASTX 

g2495719 

191 

3.0e-14 

109 
35 

HYPOTHETICAL PROTEIN KIAA0196 >gi_1228043_dbj_BAA12109_ 
(D83780) the KIAA0196 gene is expressed ubiquitously. [Homo 
sapiens] 

407356 

uC-osflM202043h04bl 

BLASTX 

g2244765 

227 

2.0e-18 

146 
42 

(Z97335) hypothetical protein [Arabidopsis thaliana] 
407357 

uC-osflM202043h05bl 

BLASTX 

gl421751 

175 

2.0e-12 
36 
92 

(U60592) putative ORF; conserved in 5' 
SAMdC [Pisum sativum] 



leaders of plant 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407358 

uC-osflM202043h06bl 

BLASTX 

gl931651 

376 

5.0e-36 

143 

46 

(U95973) membrane-associated salt-inducible protein isolog 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407359 

uC-osflM202043h07bl 

BLASTX 

g3821254 

357 

4.0e-34 

98 

73 

(AJ007789) geranylgeranyl 



reductase [Nicotiana tabacum] 



Seq. No. 
Seq. ID 



407360 

uC-osflM202043h08bl 



52663 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



BLASTX 

g5734634 

299 

4.0e-27 

91 

65 

(AP000391) 
sativa] 



Similar to putative lipase (AC006232) [Oryza 



407361 

uC-os f 1M2 02 0 4 3h0 9bl 

BLASTX 

g2129921 

155 

4.0e-10 

36 
78 

hypothetical protein 1 - Madagascar periwinkle >gi_758 694 
(U12573) putative [Catharanthus roseus] 



407362 

uC-osflM202043hl2bl 

BLASTX 

g3695019 

439 

3.0e-43 

147 

53 

(AF055848) subtilisin-like protease 



[Arabidopsis thaliana] 



407363 

uC-osflM202046a06bl 

BLASTX 

g451193 

290 

3.0e-26 

95 

70 

(L28008) wali7 [Triticum aestivum] 

>gi_1090845_prf 2019486B wali7 gene [Triticum aestivum] 

407364 

uC-osflM202046a07bl 

BLASTX 

g5932552 

325 

4.0e-30 

137 

53 

(AC009465) unknown protein [Arabidopsis thaliana] 
407365 

uC-osflM202046al0bl 

BLASTX 

gl814403 

712 

2.0e-75 



52664 




Match length 155 

% identity 86 

NCBI Description (U84889) methionine synthase [Mesembryanthemum 
crystallinum] 

Seq. No. 407366 

Seq. ID uC-osflM202046al2bl 

Method BLASTX 

NCBI GI g549010 

BLAST score 852 

E value 9.0e-92 

Match length 176 

% identity 94 



NCBI Description EUKARYOTIC PEPTIDE CHAIN RELEASE FACTOR SUBUNIT 1 {ERF1 ) 
(OMNIPOTENT SUPPRESSOR PROTEIN 1 HOMOLOG) (SUP1 HOMOLOG) 

>gi_322554_pir S31328 omnipotent suppressor protein SUP1 

homolog (clone G18) - Arabidopsis thaliana 
>gi_16514_emb_CAA49172_ (X69375) similar to yeast 
omnipotent suppressor protein SUP1 (SUP45) [Arabidopsis 
thaliana] >gi_1402882_emb_CAA66813_ (X98130) eukaryotic 
early release factor subunit 1-like protein [Arabidopsis 
thaliana] >gi_14 9524 9__emb_CAA66118_ (X97486) eRFl-3 
[Arabidopsis thaliana] 



Seq. No. 407367 

Seq. ID uC-osflM202046b01bl 

Method BLASTX 

NCBI GI gl209756 

BLAST score 240 

E value 4.0e-20 

Match length 113 

% identity 51 

NCBI Description (U43629) integral membrane protein [Beta vulgaris] 

Seq. No. 407368 

Seq. ID uC-osflM202046b02bl 

Method BLASTX 

NCBI GI g!922242 

BLAST score 146 

E value 5.0e-13 

Match length 61 

% identity 72 

NCBI Description (Y10084) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 407369 

Seq. ID uC-osflM202046b06bl 

Method BLASTX 

NCBI GI g551428 

BLAST score 518 

E value 9.0e-53 

Match length 141 

% identity 67 

NCBI Description (X78996) tetrafunctional protein [Cucumis sativus] 

Seq. No. 407370 

Seq. ID uC-osflM202046b08bl 

Method BLASTX 



52665 



# 



NCBI GI g3128199 

BLAST score 307 

E value 6.0e-28 

Match length 108 

% identity 56 

NCBI Description (AC004521) putative proteinase [Arabidopsis thaliana] 

Seq, No. 407371 

Seq. ID uC-osflM20204 6bl2bl 

Method BLASTX 

NCBI GI g3075488 

BLAST score 195 

E value 2.0e-15 

Match length 57 

% identity 67 

NCBI Description (AF058796) chlorophyll a/b-binding protein [Oryza sativa] 




Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407372 

uC-osflM202046c02bl 

BLASTX 

gl632831 

557 

3.0e-57 

135 

80 

(Z49698) orf [Ricinus communis] 
407373 

uC-osflM202046c03bl 

BLASTX 

g4455359 

395 

3.0e-38 

152 

57 

(AL035524) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407374 

uC-osflM20204 6c06bl 

BLASTX 

g2288982 

172 

3.0e-12 

61 

57 

(AC002335) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407375 

uC-osflM20204 6c07bl 

BLASTX 

g2842469 

252 

2.0e-21 

109 

43 

(AL021747) hypothetical protein 



[Schizosaccharomyces pombe] 



52666 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407376 

uC-osflM202046c08bl 

BLASTX 

gl29233 

853 

6.0e-92 

168 

95 

ORYZAIN GAMMA CHAIN PRECURSOR >gi_67 64 6_pir KHRZOG oryzain 

(EC 3.4.22.-) gamma precursor - rice 

>gi_218185_dbj_BAA14404_ (D90408) oryzain gamma precursor 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407377 

uC-osflM202046c09bl 

BLASTX 

g3319355 

543 

1.0e-55 

124 
83 

(AF077407) similar to chaperonin containing TCP-1 complex 
gamma chain [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407378 

uC-osflM202046cllbl 

BLASTX 

g!00200 

581 

3.0e-60 

112 
94 

chlorophyll a/b-binding protein type I precursor - tomato 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407379 

uC-os f 1M2 02 0 4 6d0 lbl 

BLASTX 

g2653285 

382 

9.0e-37 

122 

65 

(AJ003025) enoyl-ACP reductase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value. 

Match,-, length 

% Wjfjaitity 

NCBT v De s cr ip t i on- 



407380 

uC-osflM202046d04bl 

BLASTX 

gl669341 

145 

8.0e-18 

75 ^ 

64 . ^ 

(D45066) AOBP (ascorbate oxidase promoter-binding protein) 
[Cucurbit a maxima] 



Seq. No. 
Seq. ID 



407381 

uC-osflM202046d06bl 



52667 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% , identity 

NCBI Description 



#LASTX 
g5734746 
282 

6.0e-25 

76 

70 

(AC007651) 



Similar to translation initiation factor IF2 



[Arabidopsis thaliana] 
407382 

uC-osflM20204 6d08bl 

BLASTX 

g4063751 

234 

3.0e-19 

177 
31 

(AC005851) putative white protein [Arabidopsis thaliana] 
>gi_4510409_gb_AAD21495.1_ (AC006929) putative white 
protein [Arabidopsis thaliana] 

407383 

uC-osflM202046d09bl 

BLASTX 

gl946372 

173 

3.0e-12 

37 
86 

(U93215) yeast hypothetical protein YDB1JSCHPO isolog 
[Arabidopsis thaliana] 

407384 

uC-osflM202046dllbl 

BLASTX 

gl314711 

301 

3.0e-27 

135 

49 

(U54615) calcium-dependent protein kinase [Arabidopsis 
thaliana] >gi_3068712 (AF049236) calcium dependent protein 
kinase [Arabidopsis thaliana] 

407385 

uC-osflM202046dl2bl 

BLASTX 

g2827537 

369 

4.0e-35 

91 

70 

(AL021633) putative zinc finger protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 



407386 

uC-osflM20204 6e01bl 



52668 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

.^eq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



BLASTX 

g625509 

652 

2.0e-68 

134 

28 

ubiquitin precursor - Arabidopsis thaliana (fragment) 
407387 

uC-osflM202046e02bl 

BLASTX 

g4158221 

258 

3.0e-22 

50 
98 

(Y18624) reversibly glycosylated polypeptide [Oryza sativa] 
407388 

uC-osflM20204 6e03bl 

BLASTX 

g5441874 

593 

2.0e-61 

167 
65 

(AP000366) Similar to maize transposon MuDR mudrA-like 
protein. (AC002340) [Oryza sativa] 

407389 

uC-osflM202046e!0bl 

BLASTX 

g4490706 

235 

1.0e-19 

74 

57 

(AL035680) putative protein [Arabidopsis thaliana] 
407390 

uC-osflM202046ellbl > 

BLASTN 

gll957 

52 

3.0e-20 

112 

88 

Rice complete chloroplast genome 
407391 

uC-osflM202046el2bl 

BLASTX 

g2497903 

220 

8.0e-18 

59 
68 



52669 



NCBI Description METALLOTHIONEIN-LIKE PROTEIN TYPE 2 

>gi_1752831_dbj_BAA14038.1_ (D89931) metallothionein-like 
protein [Oryza sativa] >gi_1815628 (U43530) 
metallothionein-like type 2 [Oryza sativa] 



Seq. No. 


407392 


Sea. ID 


uC-osflM20204 6f01bl 


Method 


BLASTX 


NCBI GI 


g3668069 


BLAST score 


181 


E value 


4.0e-13 


Match length 


94 


% identity 


44 


NCBI Description 


(U28007) Pto kinase 


Seq. No. 


407393 


Seq. ID 


uC-osflM20204 6f02bl 


Method 


BLASTX 


NCBI GI 


g3298542 


BLAST score 


321 


I* 1 . 1 hp 


1. Oe-29 


Lid tun lciiyui 


103 


% identity 


64 


NCBI Description 


(AC004 68 1 ) putative 




thaliana] 




407394 






Mot" In i^iH 


RT.ASTX 


IN UJ-) J. OX 


a4006877 




257 


T 1 no 
£j va±uc 


5 Oe-22 


Match lencrth 


82 


% identity 


66 


NCBI Description 


(Z99707) RNA-bindin< 


Seq. No. 


407395 


Seq. ID 


uC-osflM202046f04bl 


Method 


BLASTX 


NCBI GI 


g4514655 


BLAST score 


446 


E value 


4.0e-45 


Match length 


142 


% identity 


61 



interactor 1 [Lycopersicon esculentum] 



[Arabidopsis 



NCBI Description (AB024058) IDS3 [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407396 

uC-osflM202046f06bl 

BLASTX 

g6006360 

773 

1.0e-82 

152 

100 

(AP000559) Similar to 1-aminocyclopropane-l-carboxylate 
synthase (U35779) [Oryza sativa] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



407397 

uC-osflM20204 6f07bl 

BLASTX 

g6056419 

289 

8.0e-26 

110 

55 

(AC009525) 60S ribosomal protein L22 [Arabidopsis 
thaliana] 

407398 

uC-osflM20204 6f08bl 

BLASTX 

g836954 

227 

7.0e-22 

107 

54 

(U20948) receptor protein kinase [Ipomoea trifida] 
407399 

uC-osflM202046f09bl 

BLASTX 

g3249105 

227 

9.0e-19 

60 

68 

(AC003114) Contains similarity to protein phosphatase 2C 
(ABU) gb_X78886 from A. thaliana. [Arabidopsis thaliana] 

407400 

uC-osf 1M20204 6f 10b! 

BLASTN 

g5821066 

35 

6.0e-10 

51 

92 

Oryza sativa gene fo.r WH04, complete cds 
407401 

uC-osflM202046fllbl 

BLASTX 

g2662341 

903 

9.0e-98 

174 

98 

(D63580) EF-1 alpha [Oryza sativa] 

>gi_2662345_dbj_BAA23659__ (D63582) EF-1 alpha [Oryza 
sativa] >gi_2662347_dbj_BAA23660_ (D63583) EF-1 alpha 
[Oryza sativa] 

407402 

uC-osflM202046g03bl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLASTX 

g3851005 

327 

3.0e-31 

97 

79 

(AF069911) 
mays] 



pyruvate dehydrogenase El alpha subunit [Zea 



407403 

uC-osflM202046g06bl 

BLASTX 

g4415996 

420 

2.0e-41 

89 

90 

(AF059290) beta-tubulin 



4 [Eleusine indica] 



407404 

uC-osflM20204 6g07bl 

BLASTX 

g6094303 

249 

3.0e-29 

120 

61 

SELENOCYSTEINE METHYLTRANS FERASE ( SECYS-METHYLTRANS FERASE ) 
(SECYS-MT) >gi_4006848_emb_CAA10368_ (AJ131433) 
selenocysteine methyltransf erase [Astragalus bisulcatus] 

407405 

uC-osflM202046g08bl 

BLASTX 

g6094303 

370 

2.0e-35 

128 

60 

SELENOCYSTEINE METHYLTRANS FERASE ( SECYS -METHYLTRANS FERASE ) 
(SECYS-MT) >gi_4006848_emb__CAA10368_ (AJ131433) 
selenocysteine methyltransf erase [Astragalus bisulcatus] 

407406 

uC-osflM20204 6gllbl 

BLASTX 

g4467119 

541 

2.0e-55 

113 

88 

(AL035538) Histone deacetylase [Arabidopsis thaliana] 
407407 

uC-osflM20204 6gl2bl 

BLASTX 

g2459421 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161 

8.0e-ll 

89 

42 

(AC002332) putative calcium-binding EF-hand protein 
[Arabidopsis thaliana] 

407408 

uC-osflM202046h02bl 

BLASTX 

g4204859 

482 

1.0e-48 

114 

82 

(U55859) heat shock protein 80 [Triticum aestivum] 
407409 

uC-osflM202046h05bl 

BLASTX 

g2832660 

200 

6.0e-17 

102 

44 

(AL021710) lipase-like protein [Arabidopsis thaliana] 
407410 

uC-os f 1M2 0 2 0 4 6h0 6bl 

BLASTX 

gll67836 

325 

4.0e-30 

100 

57 

(Z 68 8 93) protein with incomplete signal sequence [Holcus 
lanatus] 

407411 

uC-osflM202046hl0bl 

BLASTN 

gl532047 

52 

2.0e-20 

64 

95 

O.sativa mRNA for S-adenosylmethionine decarboxylase 
407412 

uC-osflM202046hl2bl 

BLASTX 

g3135273 

463 

3.0e-46 

150 

55 

(AC003058) hypothetical protein [Arabidopsis thaliana] 



52673 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST- score 
E value 
Match length 
% identity 



>gi_4191773 (AC005917) putative WD-40 repeat protein 
[Arabidopsis thaliana] 

407413 

uC-osflM202047a01bl 

BLASTX 

g2493494 

572 

4.0e-59 

125 
84 

SERINE CARBOXYPEPTIDASE II-2 PRECURSOR (CP-MII.2) 
>gi_619351_bbs_153537 CP-MII . 2=serine carboxypeptidase 
[Hordeum vulgare=barley, cv. Alexis, aleurone, Peptide, 436 
aa] >gi_6102957_emb_CAB59202.1_ (X78878) serine carboxylase 
II-2 [Hordeum vulgare] 

407414 

uC-osflM202047a02bl 

BLASTX 

g3297821 

352 

3.0e-33 

156 

44 

(AL031032) extensin-like protein [Arabidopsis thaliana] 
407415 

uC-osflM202047a07bl 

BLASTX 

g2495719 

167 

2.0e-ll 

99 

34 

HYPOTHETICAL PROTEIN KIAA0196 >gi_1228043_dbj_BAA12109__ 
(D83780) the KIAA0196 gene is expressed ubiquitously. [Homo 
sapiens] 

407416 

uC-osflM202047a09bl 

BLASTX 

gl054843 

395 

3.0e-38 

127 

57 

(X92847) D12 oleate desaturase [Solanum commersonii] 
407417 

uC-osflM202047al2bl 

BLASTX 

g4190952 

238 

7.0e-20 

83 

53 
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NCBI Description (AB022689) similar to hsr203J [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407418 

uC-osflM202047b01bl 

BLASTX 

g4586058 

259 

3.0e-22 

162 

42 

(AC007020) unknown protein [Arabidopsis thaliana] 



407419 

uC-osflM202047b07bl 

BLAST N 

g5803242 

81 

2.0e-37 

158 

87 

Oryza sativa genomic 



DNA, chromosome 6, clone : P0535G04 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



407420 

uC-osflM202047b08bl 

BLASTX 

g2493131 

633 

4.0e-66 

134 

93 

VACUOLAR ATP SYNTHASE SUBUNIT B ISOFORM 1 (V-ATPASE B 
SUBUNIT) >gi_167108 (L118 62) vacuolar ATPase B subunit 
[Hordeum vulgare] 

407421 

uC-osflM202047b09bl 

BLASTX 

gl41435 

226 

1.0e-18 

96 
44 

DIHYDRONEOPTERIN ALDOLASE (DHNA) >gi_98360_pir E37854 

folate biosynthesis protein 1 (sul 3' region) - Bacillus 
subtilis >gi_143411 (M34053) ORF1 [Bacillus subtilis] 
>gi__4674 67_dbj_BAA05313_ (D26185) unknown [Bacillus 
subtilis] >gi_2632345_emb_CAB11854_ (Z99104) 
dihydroneopterin aldolase [Bacillus subtilis] 

407422 

uC-osflM202047bl0bl 

BLASTX 

g5802955 

221 

4.0e-18 

109 
43 



52675 



o 



NCBI Description (AF178990) stress related protein [Vitis riparia] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



407423 

uC-osflM202047bllbl 

BLASTX 

g2832632 

357 

1.0e-33 

170 

46 

(AL021711) hypothetical protein [Arabidopsis thaliana] 
407424 

uC-osflM202047c01bl 

BLASTX 

g2224915 

411 

4.0e-40 

106 

68 

(U95968) beta-expansin [Oryza sativa] 
407425 

uC-osflM202047c04bl 

BLASTX 

gll9784 

443 

2.0e-48 

115 
87 

3-OXOACYL- [ AC YL -CARRIER- PROTEIN] SYNTHASE I PRECURSOR 
( BETA-KETOAC YL-ACP SYNTHASE I) (KAS I) 

>gi_100555_pir A39356 3-oxoacyl- [acyl-carrier-protein] 

synthase (EC 2.3.1.41) I beta chain precursor, chloroplast 
- barley >gi_167065 (M60410) beta-ketoacyl-ACP synthase I 
[Hordeum vulgare] 

407426 

uC-osflM202047c05bl 

BLASTX 

g5263313 

217 

2.0e-17 

135 

45 

(AC007727) Contains similarity to gb_U07707 epidermal 
growth factor receptor substrate (epsl5) from Homo sapiens 
and contains 2 PFJD0036 EF hand domains. ESTs gb_T44428 
and gb_AA395440 come from this gene. [Arabidop 

407427 

uC-osflM202047c07bl 

BLASTX 

gl871186 

190 

3.0e-14 
88 



52676 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44 

(U90439) protein kinase isolog [Arabidopsis thaliana] 
407428 

uC-osflM202047cl0bl 

BLASTX 

g2196542 

170 

5.0e-12 

40 

85 

(AF001894) glycine-rich protein [Oryza sativa] 
407429 

uC-osflM202047cllbl 

BLASTX 

g5354158 

265 

4.0e-23 

81 

57 

(AF149841 
thaliana] 



[Arabidopsi 
(AF149842) 



digalactosyldiacylglycerol synthase 
>gi_5 35416 0_gb_AAD 42379. 1_AF 1 4 9 8 4 2_1 
digalactosyldiacylglycerol synthase [Arabidopsis thaliana] 
>gi_6041825_gb_AAF02140.1_AC009918_12 (AC009918) 
digalactosyldiacylglycerol synthase [Arabidopsis thaliana] 

407430 

uC-os f 1M2 02 0 4 7d02bl 

BLASTN 

g4097337 

350 

0.0e+00 

412 

99 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407431 

uC-osflM202047d03bl 

BLASTN 

g5803242 

55 

7.0e-22 

116 

85 

Oryza sativa genomic 



DNA, chromosome 6, clone : P0535G04 



407432 

uC-osflM202047d04bl 

BLASTX 

gll68470 

233 

3.0e-19 

71 

66 

PROTEIN KINASE APK1A >gi_282877 pir 



S28615 protein kinase 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



tyrosine/serine/threonine-specific (EC 2.7.1.-) - 
Arabidopsis thaliana >gi_217829_dbj_BAA02092_ (D12522) 
protein tyrosine-serine-threonine kinase [Arabidopsis 
thaliana] 

407433 

uC-osflM202047d05bl 

BLASTX 

g4680211 

469 

6.0e-47 

130 

72 

(AF114171) hypothetical protein [Sorghum bicolor] 
407434 

uC-osflM202047d08bl 

BLASTX 

gl!68537 

449 

1.0e-44 

125 

69 

ASPARTIC PROTEINASE PRECURSOR >gi_82458_pir JS0732 

aspartic proteinase (EC 3.4.23.-) - rice 
>gi_218143_dbj_BAA02242_ (D12777) aspartic proteinase 
[Oryza sativa] 

407435 

uC-osflM202047d09bl 

BLASTX 

g548492 

398 

2.0e-38 

116 

65 

EXOPOLYGALACTURONASE PRECURSOR (EXOPG) (PECTINASE) 
(GALACTURAN 1, 4-ALPHA-GALACTURONIDASE) 

>gi_629853_pir S30066 polygalacturonase - maize 

>gi_288379_emb_CAA45'751_ (X64408) polygalacturonase [Zea 
mays] 

407436 

uC-osflM202047dl0bl 

BLASTX 

g4582436 

608 

4.0e-63 

172 

68 

(AC007196) unknown protein [Arabidopsis thaliana] 
407437 

uC-osflM202047dllbl 

BLASTX 

g3075488 

694 
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E value 3.0e-73 

Match length 151 

% identity 87 

NCBI Description (AF058796) chlorophyll a/b-binding protein [Oryza sativa] 

Seq. No. 407438 

Seq. ID uOosflM202047e03bl 

Method BLASTX 

NCBI GI g2459411 

BLAST score 259 

E value 3.0e-22 

Match length 159 

% identity 39 

NCBI Description (AC002332) hypothetical protein [Arabidopsis thaliana] 




Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407439 

uC-osflM202047e06bl 

BLASTX 

g4321401 

339 

8.0e-32 

90 

33 

(AF047353) LIM domain protein PLIM-2 



[Helianthus annuus] 



407440 

uC-osflM202047e09bl 

BLASTX 

g2655098 

370 

1.0e-35 

108 

64 

(AF023472) peptide transporter [Hordeum vulgare] 
407441 

uC-osflM202047ellbl 

BLASTX 

g3061269 

597 

6.0e-62 

143 

80 

(AB012855) chitinase [Oryza sativa] 
407442 

uC-osflM202047el2bl 

BLASTX 

g2498098 

361 

3.0e-34 

165 

47 

A3 PROTEIN >gi_2129909_pir S58310 gene A3 protein 

>gi_938300_emb_CAA62086_ (X90487) unknown [Vigna 
unguiculata] 



cowpea 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407443 

uC-osflM202047f01bl 

BLASTX 

g5932551 

224 

3.0e-18 

92 
51 

(AC00 94 65) unknown protein [Arabidopsis thaliana] 
407444 

uC-osflM202047f02bl 

BLASTX 

g4325282 

349 

5.0e-33 

100 

63 

(AF123310) NAC domain protein NAM [Arabidopsis thaliana] 
>gi_4325286_gb_AAD17314_ (AF123311) NAC domain protein NAM 
[Arabidopsis thaliana] 



Seq. No. 

Seq- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407445 

uC-osflM202047f03bl 

BLASTX 

g5915857 

458 

1.0e-45 

122 

72 

CYTOCHROME P450 98A1 >gi_2766448 
CYP98A1 [Sorghum bicolor] 



(AF029856) cytochrome P450 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407446 

uC-osflM202047f04bl 

BLASTX 

g2344890 

169 

8.0e-12 

32 

91 

(AC002388) TINY transcription factor isolog [Arabidopsis 
thaliana] >gi_4 89525 6_gb_AAD3284 1 . 1_AC007659_23 (AC007659) 
putative Tiny protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407447 

uC-osflM202047f05bl 

BLASTX 

gll70937 

581 

3.0e-60 

118 

94 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 
>gi_450549_emb_CAA81481__ (Z26867) S-adenosyl methionine 
synthetase [Oryza sativa] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407448 

uC-osflM202047f08bl 

BLASTX 

g5777952 

237 

9.0e-20 

127 

39 

(AF128406) prenyl-dependent prelamin A binding protein Narf 
[Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
"NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407449 

uC-os f 1M2 02 0 4 7 f 0 9bl 

BLASTX 

g4678323 

261 

1.0e-22 

153 

39 

(AL049658) putative protein [Arabidopsis thaliana] 
407450 

uC-osflM202047fl0bl 

BLASTX 

g2501189 

256 

2.0e-22 

81 

72 

THIAMINE BIOSYNTHETIC ENZYME 1-1 PRECURSOR 

>gi_2130146_pir S61419 thiamine biosynthetic enzyme thil-1 

- maize >gi__596078 (U17350) thiamine biosynthetic enzyme 
[Zea mays] 

407451 

uC-osflM202047g01bl 

BLASTX 

g3043428 

438 

2.0e-43 

97 

82 

(AJ005346) 40S ribosomal protein S5 [Cicer arietinum] 
407452 

uC-osflM202047g03bl 

BLASTX 

g629829 

378 

2.0e-36 

133 

62 

protochlorophyllide reductase (EC 1.3.1.33) - wheat 
>gi_510677__emb_CAA54042_ (X7 6532) protochlorophyilide 
reductase [Triticum aestivum] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407453 

uC-osflM202047g06bl 

BLASTX 

g2407281 

714 

1.0e-75 

134 

99 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 

407454 

uC-osflM202047g07bl 

BLASTX 

g3212865 

634 

2.0e-66 

144 

81 

(AC004005) unknown protein [Arabidopsis thaliana] 
407455 

uC-osflM202047g09bl 

BLASTX 

gl!8011 

558 

2.0e-57 

103 

100 

CYTOCHROME C >gi_625189_pir CCRZ cytochrome c - rice 

>gi_169786 (M63704) cytochrome c [Oryza sativa] 
>gi_218249_dbj_BAA02159_ (D12634) 'cytochrome C f [Oryza 
sativa] 

407456 

uC-osflM202047gl0bl 

BLASTX 

g4539383 

411 

3.0e-40 

134 

59 

(AL035526) putative protein (fragment) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



407457 

uC-osflM202047gllbl 

BLASTX 

g3668069 

216 

3.0e-17 

104 

46 

(U28007) Pto kinase 
407458 

uC-osflM202047gl2bl 



interactor 1 [Lycopersicon esculentum] 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g5921663 

575 

2.0e-59 

150 

71 

(AF162279) 



10-formyltetrahydrof olate synthetase 



[Arabidopsis thaliana] 
407459 

uC-osflM202047h01bl 
BLASTX 
g3426048 
439 

2.0e-43 
150 
56 

(AC005168) 
precursor 



putative hydroxymethylglutaryl-CoA lyase 
[Arabidopsis thaliana] 



407460 

uC-osflM202047h06bl 

BLASTX 

g5734721 

367 

5.0e-35 

138 

51 

(AC008075) Similar to gb_AF023472 peptide transporter from 
Hordeum vulgare and is a member of the PF_00854 Peptide 
transporter family. ESTs gb_T41927 and gb_AA395024 come 
from this gene. [Arabidopsis thaliana] 

407461 

uC-osflM202047h07bl 

BLASTX 

gl703108 

658 

4.0e-69 

122 

100 

ACTIN 2/7 >gi_2129525_pir S71210 actin 2 - Arabidopsis 

thaliana >gi_2129528_pir S68107 actin 7 - Arabidopsis 

thaliana >gi_JL049307 (U37281) actin-2 [Arabidopsis 
thaliana] >gi_1943863 (U27811) actin7 [Arabidopsis 
thaliana] 

407462 

uC-osflM202047h08bl 

BLASTX 

g2347098 

428 

4.0e-42 

105 

74 

(U76845) ubiquitin-specific protease [Arabidopsis thaliana] 
>gi_44 90742_emb_CAB38 904.1_ (AL035708) ubiquitin-specific 
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protease (AtUBP3) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407463 

uC-osflM202047h09bl 

BLASTX 

g4914429 

624 

4.0e-65 

170 

68 

(AL050351) SEC14-like protein [Arabidopsis thaliana] 
407464 

uC-osflM202047hllbl 

BLASTX 

g401140 

673 

5.0e-71 

133 
98 

SUCROSE SYNTHASE 2 (SUCROSE-UDP GLUCOSYLTRANS FERASE 2) 
>gi_20095__emb_CAA41774_ (X5904 6) sucrose-UDP 
glucosyltransf erase (isoenzyme 2) [Oryza sativa] 

>gi_1587662_prf 2207194A sucrose synthase : ISOTYPE=2 [Oryza 

sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407465 

uC-osflM202047hl2bl 

BLASTX 

g4914371 

182 

3.0e-13 

105 
33 

(AC007584) unknown protein [Arabidopsis thaliana] 
407466 

uC-osflM202048a01bl 

BLASTX 

g4099408 

633 

4.0e-66 

139 

86 

(U86763) delta-type tonoplast intrinsic protein [Triticum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407467 

uC-osflM202048a02bl 

BLASTX 

g2286153 

281 

7.0e-25 

119 

59 

(AF007581) cytoplasmic malate dehydrogenase [Zea mays] 
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o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value. 

Match length 

% identity 

NCBI Description 



407468 

uC-osflM202048a03bl 

BLASTX 

g2286153 

613 

2.0e-64 

136 

94 

(AF007581) cytoplasmic malate dehydrogenase [Zea mays] 
407469 

uC-osflM202048a05bl 

BLASTX 

g4406780 

360 

4.0e-34 

104 

66 

(AC006532) putative mult i spanning membrane protein 
[Arabidopsis thaliana] 

407470 

uC-osflM202048a06bl 

BLASTX 

g4678940 

173 

3.0e-12 

97 
40 

(AL049711) putative protein [Arabidopsis thaliana] 
407471 

uC-osflM202048a07bl 

BLASTX 

g2662341 

879 

5.0e-95 

167 

99 

(D63580) EF-1 alpha [Oryza sativa] 

>gi_2662345_dbj_BAA23659_ (D63582) EF-1 alpha [Oryza 
sativa] >gi_2662347_dbj_BAA23660_ (D63583) EF-1 alpha 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407472 

uC-osflM202048al0bl 

BLASTX 

g3023713 

637 

5.0e-69 

155 

90 

ENOLASE (2-PHOSPHOGLYCERATE DEHYDRATASE) 

{ 2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) (OSE1) >gi_780372 

(U09450) enolase [Oryza sativa] 



Seq, No. 



407473 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-osflM202048allbl 

BLASTX 

g4726122 

314 

1.0e-28 

104 
63 

(AC006436) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407474 

uC-osflM202048al2bl 

BLASTX 

g2384758 

612 

1.0e-63 

140 
82 

(AF016896) GDP dissociation inhibitor protein OsGDIl [Oryza 
sativa] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



407475 

uC-osflM202048b01bl 

BLASTX 

g5923675 

206 

5.0e-16 

62 

66 

(AC009326) putative mRNA capping enzyme, RNA 
guanylyltransferase [Arabidopsis thaliana] 



407476 

uC-osflM202048b02bl 

BLASTX 

g6093869 

674 

5.0e-74 

162 

85 

60S RIBOSOMAL PROTEIN L13A 
60s ribosomal protein L13a 



>gi__2982259 (AF051212) probable 
[Picea mariana] 



407477 

uC-osflM202048b04bl 

BLASTX 

g4585977 

283 

4.0e-25 

78 

62 

(AC005287) Unknown protein [Arabidopsis thaliana] 
407478 

uC-osflM202048b05bl 

BLASTX 

g2262101 

584 



52686 



E value 
Match length 
% identity 
NCBI Description 



2.0e-60 

151 

78 

(AC002343) kinesin heavy chain isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 



PRECURSOR 



407479 

uC-osflM202048b07bl 
BLASTX 
g4204300 
233 

3.0e-19 
80 
54 

(AC003027) Unknown protein [Arabidopsis thaliana] 
407480 

uC-osflM202048bl0bl 
BLASTX 
g!32105 
629 

7.0e-73 
166 
81 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

407481 

uC-osflM202048bllbl 

BLASTX 

g4204257 

605 

8.0e-63 

179 

59 

(AC005223) 5493 [Arabidopsis thaliana] 
407482 

uC-osflM202048bl2bl 

BLASTX 

g4239845 

505 

4.0e-51 

133 

76 

(AB015855) transcription factor TEIL [Nicotiana tabacum] 
407483 

uC-osflM202048c01bl 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3914466 
204 

7.0e-16 

80 
54 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT PSAN PRECURSOR 
(PSI-N) >gi_2981214 (AF052429) photosystem I complex PsaN 
subunit precursor [Zea mays] 



407484 

uC-osflM202048c02bl 
BLASTX 
gl706260 
734 

5.0e-78 
162 
83 

CYSTEINE PROTEINASE 1 
cysteine proteinase 1 
>gi_643597_dbj_BAA08244 
mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PRECURSOR >gi_2118131_pir S59597 

precursor - maize 

(D45402) cysteine proteinase [Zea 



407485 

uC-osflM202048c03bl 

BLASTX 

gl771160 

262 

3.0e-31 

124 
55 

(X98929) SBT1 [Lycopersicon esculentum] 

>gi_3687305__erab_CAA06999.1_ (AJ006378) subtilisin-like 
protease [Lycopersicon esculentum] 

407486 

uC-osflM20204 8c05bl 

BLASTX 

g2507455 

274 

2.0e-50 

128 

82 

FORMATE — TETRAHYDRO FOLATE LIGASE ( FORMYLTETRAHYDROFOLATE 

SYNTHETASE) (FHS) (FTHFS) >gi_322401_pir A43350 

formate— tetrahydrofolate ligase (EC 6.3.4.3) - spinach 
>gi_170145 (M83940) 10-f ormyltetrahydrof olate synthetase 
[Spinacia oleracea] 

407487 

uC-osflM20204 8c06bl 

BLASTX 

g5123924 

146 

5.0e-09 

94 

38 

(AL079350) putative protein [Arabidopsis thaliana] 
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Seq. No. 407488 

Seq. ID uC-osflM202048c08bl 

Method BLASTX 

NCBI GI g285741 

BLAST score 198 

E value 4.0e-15 

Match length 164 

% identity 30 

NCBI Description (D14550) EDGP precursor [Daucus carota] 

Seq. No. 407489 

Seq. ID uC-osflM202048c09bl 

Method BLASTX 

NCBI GI g4538967 

BLAST score 448 

E value 4.0e-61 

Match length 160 

% identity 78 

NCBI Description (AL049488) major intrinsic protein (MlP)-like [Arabidopsis 
thaliana] 




oeq. no. 


A m A Qfl 


tpi 

Ocvj. JlU 


Uk^ Oo IlrlZUZ Ufi OCX ±IJ X 




DliAO X A. 


NCBI GI 


g4803952 


BLAST score 


421 


E value 


3.0e-41 


Match length 


104 


% identity 


76 


NCBI Description 


(AC006202) hypothet: 


Seq. No. 


407491 


Seq. ID 


uC-osflM202048cl2bl 


Method 


BLASTN 


NCBI GI 


g5852170 


BLAST score 


226 


E value 


1.0e-124 


Match length 


461 


% identity 


30 


NCBI Description 


Oryza sativa indica 




clone:tl7804 


Seq. No. 


407492 


Seq. ID 


uC-os f 1M2 0 2 0 4 8 dO 2b 1 


Method 


BLASTX 


NCBI GI 


g3327196 


BLAST score 


276 


E value 


3.0e-24 


Match length 


148 


% identity 


41 


NCBI Description 


(AB014591) KIAA0691 



Seq. No. 407493 

Seq. ID uC-osflM202048d06bl 

Method BLASTN 

NCBI GI g5739305 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135 

1.0e-69 

330 

91 

Oryza officinalis repetitive sequence 



407494 

uC-osflM202048dl0bl 

BLASTX 

g4587585 

470 

5.0e-47 

107 

79 

(AC007232) hypothetical protein 



[Arabidopsis thaliana] 



407495 

uC-osflM202048e03bl 

BLASTX 

g5091520 

672 

1.0e-70 

151 

87 

(AB023482) ESTs AU058081 (E30812 ) , AU058365 (E50679) , 
AU030138 (E50679) correspond to a region of the predicted 
gene.; Similar to Spinacia oleracea mRNA for proteasome 
37kD subunit. (X96974) [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407496 

uC-osflM202048e05bl 

BLASTX 

g629829 

353 

3.0e-33 

153 

56 

protochlorophyllide reductase {EC 
>gi_510677_emb_CAA54042_ (X76532) 
reductase [Triticum aestivum] 



1.3.1.33) - wheat 
protochlorophyilide 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



407497 

uC-osflM202048e07bl 

BLASTX 

gl706260 

456 

1.0e-45 

100 

89 

CYSTEINE PROTEINASE 
cysteine proteinase 



1 PRECURSOR >gi_2118131_pir S59597 

1 precursor - maize 



>gi_643597_dbj_BAA08244_ (D45402) cysteine proteinase [Zea 
mays] 

407498 

uC-osflM202048e08bl 
BLASTX 
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€1 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



receptor protein kinase - like protein 



g2911040 
351 

4.0e-33 
116 
59 

(AL021961) 

[Arabidopsis thaliana] 
407499 

uC-osflM202048e09bl 

BLASTX 

g543711 

664 

7.0e-70 

135 

99 

14-3-3-LIKE PROTEIN S94 >gi_4197 96_pir S30927 14-3-3 

protein homolog - rice >gi_303859_dbj_BAA03711_ (D16140) 
brain specific protein [Oryza sativa] 

407500 

uC-osflM202048el0bl 

BLASTX 

g3608138 

221 

8.0e-18 

80 
56 

(AC005314) hypothetical protein [Arabidopsis thaliana] 
407501 

uC-osflM202048ellbl 

BLASTX 

g2494312 

178 

9.0e-13 

137 

36 

TRANSLATION INITIATION FACTOR EIF-2B GAMMA SUBUNIT (EIF-2B 
GDP-GTP EXCHANGE FACTOR) >gi_1537015 (U38253) initiation 
factor eIF-2B gamma subunit [Rattus norvegicus] 

407502 

uC-osflM202048f01bl 

BLASTX 

g2980778 

151 

1.0e-09 

77 

40 

(AL022198) hypothetical protein [Arabidopsis thaliana] 
407503 

uC-osflM202048f03bl 

BLASTX 

gl32105 

182 
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E value 
Match length 
% identity 
NCBI Description 



5.0e-29 

108 

67 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

{RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208__dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



407504 

uC-osflM202048f04bl 
BLASTX 
g3914603 
896 

6.0e-97 
175 
98 

RIBULOSE BISPHOSPHATE CARBOXYLASE/OXYGENASE ACTIVASE, 
CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) >gi_1778414 
(U74321) ribulose-1, 5-bisphosphate carboxylase/oxygenase 
activase [Oryza sativa] 

Seq. No. 407505 

Seq. ID uC-osflM202048f07bl 

Method BLASTX 

NCBI GI g320618 

BLAST score 589 

E value 5.0e-61 

Match length 129 

% identity 87 

NCBI Description chlorophyll a/b-binding protein I precursor - rice 

>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

Seq. No. 407506 

Seq. ID uC-osflM202048f08bl 

Method BLASTX 

NCBI GI g2088647 

BLAST score 265 

E value 3.0e-23 

Match length 109 

% identity 47 , 

NCBI Description (AF002109) hypothetical protein [Arabidopsis thalianaj 

>gi_3158394 (AF036340) LRR-containing F-box protein 

[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 407507 

Seq. ID uC-osflM202048fl0bl 

Method BLASTX 

NCBI GI g4204759 

BLAST score 313 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI^. Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



1.0e-28 

100 

59 

(U51191) peroxidase precursor [Glycine max] 
407508 

uC-osflM202048g01bl 

BLASTX 

g2906011 

260 

2.0e-22 

141 

45 

(AF036894) sphingosine-l-phosphate lyase; 
pyridoxal-phosphate protein; SPL [Mus musculus] 

407509 

uC-osflM202048g02bl 

BLASTX 

g548485 

270 

1.0e-23 

130 

48 

POLYGALACTURONASE INHIBITOR PRECURSOR 
{ POLYGALACTURONASE- INHIBITING PROTEIN) 

>gi_478677jpir S23764 polygalacturanase-inhibiting protein 

precursor - kidney bean >gi_21029_emb_CAA46016_ (X64769) 
polygalacturanase-inhibiting protein [Phaseolus vulgaris] 

407510 

uC-osflM202048g03bl 

BLASTX 

g3157928 

389 

2.0e-37 

138 

58 

(AC002131) Similar to fumarylacetoacetate hydrolase, 
gb_L41670 from Emericella nidulans. [Arabidopsis thaliana] 

407511 

uC-osflM202048g04bl 

BLASTX 

g5031275 

559 

2.0e-57 

145 

73 

(AF139496) unknown [Prunus armeniaca] 
407512 

uC-osflM202048g05bl 

BLASTN 

g4874281 

36 

2.0e-10 
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Match length 


44 


% identity 


95 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F8D23 genomic 




sequence, complete sequence 


Seq. No. 


407513 


Seq. ID 


uC-osflM202048g08bl 


Method 


BLASTX 


NCBI GI 


g3377820 


BLAST score 


427 


E value 


5.0e-42 


Match length 


121 


1 identity 


69 


NCBI Description 


(AF076275) contains similarity to coatomer zeta chains 




[Arabidopsis thaliana] 


Seq. No. 


407514 


Seq. ID 


uC-osf lM202048g09bl 


Method 


BLASTX 


NCBI GI 


g€017111 


BLAST score 


427 


E value 


4 .Oe-42 


Match length 


129 


% identity 


67 


NCBI Description 


(AC009895) unknown protein [Arabidopsis thaliana] 


Seq. No. 


407515 


Seq. ID 


uC-osflM202048gllbl 


Method 


BLASTX 


NCBI GI 


g3023947 


BLAST score 


237 


E value 


9.0e-20 


Match length 


101 


% identity 


45 


NCBI Description 


PROBABLE HISTONE DEACETYLASE (RPD3 HOMOLOG) >gi_2665840 




(AF035815) putative histone deacetylase RPD3 [Zea mays] 


Seq. No. 


407516 


Seq. ID 


uC-osf lM202048gl2bl 


Method 


BLASTX 


NCBI GI 


g4914371 


BLAST score 


215 


E value 


4.0e-17 


Match length 


139 


% identity 


31 


NCBI Description 


(AC007584) unknown protein [Arabidopsis thaliana] 


Seq. No. 


407517 


Seq. ID 


uC-osflM202048h01bl 


Method 


BLASTX 


NCBI GI 


g585551 


BLAST score 


310 


E value 


2.0e-32 


Match length 


89 


% identity 


77 


NCBI Description 


NUCLEOSIDE DIPHOSPHATE KINASE I (NDK I) (NDP KINASE I) 



>gi_629798_pir S43330 nucleoside-diphosphate kinase (EC 
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2.7.-4.6) - rice >gi_303849_dbj_BAA03798_ (D16292) 
nucleoside diphosphate kinase [Oryza sativa] 





Seq. No. 


407518 




Seq. ID 


uC-osflM202048h05bl 




Method 


BLASTX 




NCBI GI 


g4107009 




BLAST score 


coo 

533 




E value 


2 . 0e-o4 




Match length 


108 




% identity 


97 




NCBI Description 


tUo^Uoyj Obi\± [uryza sativaj 




Seq. No. 


40 /519 




Seq. ID 


uC-os f 1M2 02 0 4 8h0 6bl 




Method 


BLASTX 




NCBI GI 


glU /o / 




BLAST score 






E value 


1 . Oe-23 




Match length 


lib 




% identity 


48 




NCBI Description 


calmodulin cam2 - maize >gi_' 






calmodulin [Zea mays] 




Seq. No. 


407520 




Seq. ID 


uC-osflM202048h08bl 




Method 


BLASTX 




NCBI GI 


g!170937 




BLAST score 


622 




E value 


6.0e-65 




Match length 


120 




% identity 


98 



747917 emb CAA54583 (X77397) 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOS YLTRANS FERASE 1) {ADOMET SYNTHETASE 1) 
>gi_450549_emb__CAA81481_ (226867) S-adenosyl methionine 
synthetase [Oryza sativa] 

407521 

uC-osflM202048h!2bl 

BLASTX 

g!297189 

175 

4.0e-25 

121 
60 

(U53501) Theoretical protein with similarity to Swiss-Prot 
Accession Number P19456 plasma membrane ATPase 2 {proton 
pump) [Arabidopsis thaliana] 

407522 

uC-osflM202049a05bl 

BLASTN 

g3298475 

37 

3.0e-12 

49 

94 
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NCBI Description Oryza sativa gene for ovp2, complete cds 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



,Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407523 

uC-osflM202049a07bl 

BLASTX 

gl086111 

198 

2.0e-15 

85 
49 

peroxidase {EC 1.11.1.7) 
>gi_4 3 8 2 4 5_emb_CAA8 0 5 0 2_ 
polyrrhiza] 



- Spirodela polyrrhiza 
(Z22920) peroxidase [Spirodela 



407524 

uC-osf 1M2020 4 9a0 9bl 

BLAST N 

g218129 

68 

3.0e-30 

115 

89 

Rice mRNA for Fl-ATPase (480 gene), partial sequence 
407525 

uC-osflM202049b06bl 

BLASTX 

g2130051 

142 

3.0e-09 

30 
87 

xylose isomerase (EC 5.3 
>gi_l 29680 7_emb_CAA6 4544 
[Hordeum vulgare] >gi_1588664_j>rf 
isomerase [Hordeum vulgare] 



1.5) - barley 
(X95256) xylose isomerase 
2209268A xylose 



407526 

uC-osflM20204 9bl0bl 

BLASTX 

g4115337 

551 

1.0e-56 

122 
16 

(L81141) ubiquitin [Pisum sativum] 
407527 

uC-osflM20204 9c07bl 

BLAST N 

g2662342 

68 

4.0e-30 

92 

95 

Oryza sativa mRNA for EF-1 alpha, complete cds 
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Seq. No, 


407528 


Seq. ID 


uC-osflM202049cllbl 


Method 


BLASTX 


NCBI GI 


g2407279 


BLAST score 


163 


E value 


9.0e-12 


Match length 


36 


% identity 


94 


NCBI Description 


(AF017362) aldolase 


Seq. No. 


407529 


Seq. ID 


uC-osflM202049d02bl 


Method 


BLASTX 


NCBI GI 


gl35449 


BLAST score 


571 


E value 


5.0e-59 


Match length 


107 


% identity 


98 


NCBI Description 


TUBULIN BETA-1 CHAIN 



[Oryza sativa] 



i_100932_pir S14701 tubulin beta-1 

chain - maize >gi_295851_emb_CAA37060_ (X52878) beta 1 
tubulin [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407530 

uC-osflM202049d03bl 

BLASTX 

g2388994 

266 

3.0e-23 

122 

43 

(Z98981) hypothetical gtp-binding protein associated 
[Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407531 

uC-osflM202049d05bl 

BLASTX 

g4760553 

578 

8.0e-60 

132 

86 

(AB019533) Nad-dependent formate dehydrogenase [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407532 

uC-osflM202049e03bl 

BLASTX 

g5734786 

307 

2.0e-34 

123 

57 

(AC007980) 
thaliana] 



Similar to oligopeptidases [Arabidopsis 



Seq. No. 
Seq. ID 



407533 

uC-osflM20204 9e04bl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g464707 

465 

1.0e-46 

111 
77 

40S RIBOSOMAL PROTEIN S18 >gi_480908_pir S37496 ribosomal 

protein S18.A - Arabidopsis thaliana 

>gi_405613_emb_CAA80684_ (Z23165) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_434343_emb_CAA82273_ (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_434345_emb_CAA82274_ (Z28702) S18 ribosomal protein 
[Arabidopsis thaliana] >gi_434 906_emb_CAA82275_ (Z28962) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_2505871_emb_CAA72909_ (Y12227) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_3287678 (AC003979) Match to 
ribosomal S18 gene mRNA gb_Z28701, DNA gb_Z23165 from A. 
thaliana. ESTs gb_T21121, gb_Z17755, gb__R64776 and 
gb_R30430 come from this gene. [Arabidopsis thaliana] 
>gi_4538910_emb_CAB39647.1_ (AL049482) S18.A ribosomal 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407534 

uC-osflM20204 9e08bl 

BLASTX 

g4836928 

217 

6.0e-26 

120 

57 

(AC006085) 
thaliana] 



Similar to protein kinases [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407535 

uC-osflM20204 9e09bl 

BLASTX 

g3892051 

538 

3.0e-55 

115 

84 

(AC002330) predicted NADH 
[Arabidopsis thaliana] 



dehydrogenase 24 kD subunit 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407536 

uC-osflM20204 9el0bl 

BLASTX 

g5824892 

172 

4.0e-12 

121 
37 

(Z47357) 
EST EMBL: 
elegans] 



cDNA EST EMBL:T00822 comes from this gene; cDNA 
T00823 comes from this gene [Caenorhabditis 



Seq. No. 



407537 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-osflM20204 9el2bl 

BLASTX 

g2829275 

447 

2.0e-44 

99 

84 

(AF044265) nucleoside diphosphate kinase 3 [Arabidopsis 
thaliana] >gi_3513740 (AF080118) contains similarity to 
nucleoside diphosphate kinases (Pfam: NDK.hmm, score: 
301.12) [Arabidopsis thaliana] >gi_4539375_emb_CAB40069 . 1_ 
(AL049525) nucleoside diphosphate kinase 3 (ndpk3) 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407538 

uC-osflM202049f03bl 

BLASTX 

g4415931 

406 

8.0e-40 

103 

75 

(AC006418) unknown protein [Arabidopsis thaliana] 
>gi_4559393_gb_AAD23053.1_AC006526_18 (AC006526) unknown 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407539 

uC-osflM202049f05bl 

BLASTX 

g5738378 

447 

2.0e-44 

130 
68 

(AL080253) putative protein [Arabidopsis thaliana] 
407540 

uC-osflM202049f06bl 

BLASTX 

gl711381 

206 

2.0e-16 

79 
53 

PHOSPHOSERINE AMINOTRANSFERASE PRECURSOR (PSAT) 
>gi_1256204_dbj_BAA12206_ {D84061) phosphoserine 
aminotransferase [Spinacia oleracea] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



407541 

uC-osflM202049f09bl 

BLASTX 

g2129921 

179 

4.0e-13 

51 
67 



NCBI Description hypothetical protein 1 - Madagascar periwinkle >gi_758694 
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(U12573) putative [Catharanthus roseus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407542 

uC-osflM202049fl0bl 

BLASTN 

gl6117 

93 

1.0e-44 

165 

89 

Avena sativa mRNA for protochlorophyllide reductase 
407543 

uC-osflM202049fllbl 

BLASTX 

g4506235 

144 

6.0e-09 

105 

41 

proteasome {prosome, macropain) 26S subunit, non-ATPase, 9 
>gi_3914475_sp_O00233_PSD9_HUMAN 26S PROTEASOME REGULATORY 
SUBUNIT P27 >gi_2055256_dbj_BAA197 90_ (AB003177) proteasome 
subunit p27 [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407544 

uC-osflM202049g01bl 

BLASTX 

gl21349 

550 

1.0e-56 

109 

94 

GLUTAMINE SYNTHETASE SHOOT ISOZYME (GLUTAMATE — AMMONIA 
LIGASE) (CLONE LAMBDA-GS28) >gi_20368_emb_CAA3246!_ 
(X14245) cytosolic glutamine synthetase (AA 1-356) [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407545 

uC-osflM202049g02bl 

BLASTN 

g218130 

74 

1.0e-33 

168 

87 

Rice mRNA for Ribosomal protein S15 



407546 

uC-osf 1M20204 9g04bl 

BLASTX 

g2224663 

390 

6.0e-45 

152 

63 

(AB002359) KIAA0361 



[Homo sapiens] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407547 

uC-osflM202049g08bl 

BLASTX 

gll72813 

233 

2.0e-19 

46 

96 

60S RIBOSOMAL PROTEIN L10-2 (PUTATIVE TUMOR SUPRESSOR SG12) 

>gi_1076752_pir S49596 ribosomal protein LlO.e, cytosolic 

- rice >gi_575357_emb_CAA57340_ (X81692) putative tumor 
supressor [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407548 

uC-osflM202049gllbl 

BLASTX 

g2245030 

470 

2.0e-48 

125 

78 

(Z97341) acyl-CoA oxidase like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407549 

uC-osflM202049gl2bl 

BLASTX 

g4107009 

771 

9.0e-84 

156 

99 

(D82039) OSK1 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407550 

uC-osflM20204 9h04bl 

BLASTX 

gl323748 

220 

6.0e-18 

90 
50 

(U32430) thiol protease 



[Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407551 

uC-osflM202049h05bl 

BLASTX 

g2662343 

402 

5.0e-44 

94 

99 

(D63581) EF-1 alpha [Oryza sativa] 



Seq. No. 
Seq. ID 



407552 

uC-osf 1M20204 9h06bl 
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Method 


£31iriO i A 


NCBI GI 


g4455192 


BLAST score 


234 


£j VdlUc 


X • \J C 1 J 


VA — i 4— Vi T /^si^ /t4~ rl 

i v ia.L,cn lengtn 


ft7 


^ laentii-y 






(AL035440) putative protein [Arabidopsis thaliana] 


oeq. NO* 


*± U / JJJ 


beq. 1JJ 


LL*w UJ X JLI 1Z. <J £. VJ *i J 11 V r JJX 


Method 




NCBI GI 


g3426039 


BLAST score 


259 


Hj value 


Li \JC ^ Z. 


Match length 


DO 


■6 laeiiLiry 


71 
/ X 




f APflOSI unknown orotein fArabidoosis thalianal 


beq. no. 


*± u / jjy 


beq. 1U 




TvA /~s ^ V* /"v /-"J 

jyie tnoa 


DxrriO 1 A 


NCBI GI 


g2829887 


BLAST score 


224 


ill ValUc 


X • U C X o 


Match length 




% identity 


DO 


KIPDT Pici o /**•>* i r>+~n /"nti 
N^Dx UcSOIipLJLUn 


^Arnn9^Qfi^ Hvnnrhptiral protein TArabidoosis thalianal 


beq. no. 


-1 U / 0D0 


Caa- TPl 

beq. lu 




Metnoa 


Dlxftb 1 A 


\Tfin T r*T 

NUB1 bl 


CJjlUOU jj 


BLAST score 


310 


E value 


5.0e-40 


TV jf «-n 4— f~m \-\ | f-K /"§ \' 1 V*t 

Jxiac.cn leny uu 


1 1 A 
111 


% identity 


7£ 


JMLbi Description 


/ 7\ irrm \ m^rn-i nrici +"a1 1 — nhoQnhat"P Q\/nt"hi^ • TNOI FZea 
\n.r U JO jZD J IliyO lilOolLUl X £JIlUo^JliclL.t: oyilL.iia.oC/ ii'vi L^C" 




mays ] 


beq. no. 


*±\J / OjO 


beq. id 




Metnoa 


DXjAb IN 


NCBI GI 


g3135542 


BLAST score 


95 


Hj value 




Match length 




% identity 


QQ 


nudi Description 


Hru72 c;a-hnT7J3 artnannri'n /PTP9p^ TTtRNA POTTTnlpte cds 


beq. No. 


4U / 33 / 


beq. id 


OSIlriZUZ U jUaU XJJX 




BLASTKF 


NCBI GI 


gl808687 


BLAST score 


66 


iE value 


4.0e-29 


Match length 


90 


% identity 


93 
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NCBI Description S.stapfianus pSD.13 mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407558 

uC-osflM202050a04bl 

BLASTN 

gl8057 

71 

4.0e-32 

123 

90 

Citrus limon 26S ribosomal 



RNA gene 3' region 



407559 

uC-osflM202050a06bl 

BLASTX 

g5902445 

171 

1.0e-12 

67 

55 

(AB030283) GAG-POL precursor [Oryza sativa] 
407560 

uC-osflM202050a08bl 

BLASTX 

g3242785 

303 

6.0e-28 

82 

62 

(AF055355) respiratory burst oxidase protein C [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407561 

uC-osflM202050b07bl 

BLASTN 

g218180 

171 

2.0e-91 

216 

94 

Rice mRNA for oryzain alpha 



(EC 3.4.22) 



407562 

uC-osflM202050b08bl 

BLASTX 

gl31225 

350 

3.0e-33 

85 

84 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605__pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M6114 6) photosystem I 
hydrophobic protein [Hordeum vulgare] 



Seq. No. 



407563 



52703 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC- os f 1M2 0 2 0 5 Ob 0 9bl 

BLASTX 

g4107009 

387 

1.0e-37 

83 
90 

(D82039) 



OSK1 [Oryza sativa] 



407564 

uC-osflM202050bllbl 

BLASTX 

g728867 

147 

2.0e-09 

69 

41 

ANTER-SPECIFIC PROLINE-RICH PROTEIN APG PRECURSOR 

>gi 99694 pir S21961 proline-rich protein APG - 

Arabidopsis thaliana >gi_22599_emb_CAA42925_ (X60377) APG 
[Arabidopsis thaliana] 

407565 

uC-osflM202050c02bl 

BLASTX 

g538502 

149 

4.0e-10 

48 

60 

(L36231) peroxidase [Stylosanthes humilis] 
407566 

uC-osflM202050d02bl 

BLASTX 

gl419090 

256 

5.0e-22 

47 

96 

(X94968) 37kDa chloroplast inner envelope membrane 
polypeptide precursor [Nicotiana tabacum] 

407567 

uC-osflM202050d03bl 

BLASTX 

g3075392 

151 

9.0e-10 

56 
55 

(AC004484) putative steroid dehydrogenase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 



407568 

uC-osflM202050d04bl 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4218120 
294 

5.0e-44 

113 

77 

(AL035353) 
thaliana] 



Proline-rich APG-like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407569 

uC-osflM202050d05bl 

BLASTX 

g3789942 

550 

2.0e-56 

132 

19 

(AF093505) polyubiquitin [Saccharum hybrid cultivar 
H32-8560] 

407570 

uC-osflM202050d08bl 

BLASTX 

g3540180 

396 

2.0e-38 

129 

60 

(AC004122) Unknown protein [Arabidopsis thaliana] 



407571 

uC-os f 1M2 0 2 0 5 OdO 9b 1 

BLASTX 

gl076668 

285 

2.0e-25 

57 

88 

NADH dehydrogenase (EC 1. 
>gi_63 98 3 4_emb_CAA5 8 8 2 3_ 
[Solanum tuberosum] 



6.99.3) - potato 

(X83999) NADH dehydrogenase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



407572 

uC-osflM202050dl0bl 

BLASTX 

g4887010 

231 

4.0e-19 

135 
41 

(AF123503) Nt-gh3 deduced protein [Nicotiana tabacum] 
407573 

uC-osflM202050e01bl 

BLASTX 

gl684855 

484 

6.0e-49 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 
22 

(U77939) ubiquitin-like protein [Phaseolus vulgaris] 



407574 

uC-osflM202050e03bl 

BLASTX 

gl717957 

251 

1.0e-21 
100 
52 

UBIQUINOL-CYTOCHROME C 
PRECURSOR (RIESKE IRON 



REDUCTASE IRON-SULFUR SUBUNIT 
SULFUR PROTEIN) (RISP) 

>gi_100923_pir A41607 ubiquinol — cytochrome-c reductase 

(EC~1. 10.2.2) iron-sulfur protein precursor - maize 
>gi_168607 (M77224) Rieske Fe-S protein [Zea mays] 

407575 

uC-osflM202050e04bl 

BLASTX 

g4337195 

392 

6.0e-38 

156 

69 

(AC006403) putative protein kinase [Arabidopsis thaliana] 
407576 

uC-osflM202050e05bl 

BLASTX 

g710465 

357 

8.0e-34 

131 

53 

OEP86=outer envelope protein [Peas, Peptide Chloroplast, 
878 aa] 

407577 

uC-osflM202050e06bl 

BLASTX 

g2582381 

272 

2.0e-24 

70 

76 

(AF021220) cation-chloride co-transporter [Nicotiana 
tabacum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



407578 

uC-osflM202050ellbl 

BLASTX 

g3763916 

345 

2.0e-32 
149 
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% identity 

NCBI Description 



49 . 

(AC004450) unknown protein [Arabidopsis thaliana] 
>gi_4531439_gb_AAD22124.1_AC006224_6 (AC006224) unknown 
protein [Arabidopsis thaliana] 





407579 


Q&n TT) 

DCq. ±U 


nP-osf 1M2 02050 f Olbl 




DLlTliJ X /V 


NCBI GI 


*g4371293 




160 


Hi Vo._LU.ti 




M^lr'h 1 pnrrth 


100 




42 


NCBI Description 


(AC006260) hypothetical protein [Arabidop; 


Seq. No. 


407580 


Seq. ID 


uC-osflM202050f04bl 


Method 


BLASTX 


NCBI GI 


g3023816 


BLAST score 


641 


E value 


4.0e-67 


Match length 


133 


% identity 


92 


NCBI Description 


GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CYTOSOLIC 

>gi__968 996 (U31 67 6 ) glyceraldehyde-3-phosphate 
dehydrogenase [Oryza sativa] 

407581 

uC-osflM202050f05bl 

BLASTX 

g3892057 

425 

8.0e-42 

152 

31 

(AC002330) hypothetical protein [Arabidopsis thaliana] 
407582 

uC-osflM202050f06bl 

BLASTX 

g4102839 

324 

6.0e-30 

77 

75 

(AF016713) LeOPTl [Lycopersicon esculentum] 
407583 

uC-osflM202050f07bl 

BLASTX 

g4337175 

302 

2.0e-27 

120 

50 

(AC006416) ESTs gb_T20589, gb_T04648, gb_AA597906, 
gb_T04111, gb_R84180, gb_R65428, gb_T44439, gb_T76570, 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



gb_R90004, gb_T45020, gb_T42457, gb_T20921, gb_AA042762 and 
gb_AA720210 come from this gene. [Arabidopsis thaliana] 

407584 

uC-osflM202050fl0bl 

BLASTX 

g4567246 

344 

3.0e-32 

106 

64 

(AC007070) unknown protein [Arabidopsis thaliana] 



407585 

uC-osflM202050fl2bl 

BLASTX 

g283010 

808 

1.0e-86 

153 

99 

sucrose synthase (EC 



2.4.1.13) 2 - rice (fragment) 



407586 

uC-osflM202050g02bl 

BLASTX 

g5295984 

573 

7.0e-60 

121 

100 

(AB003325) MADS box-like protein [Oryza sativa] 
407587 

uC-osflM202050g04bl 

BLASTX 

gl747294 

632 

5.0e-66 

152 

84 

(D45383) vacuolar H+-pyrophosphatase [Oryza sativa] 
407588 

uC-osflM202050g05bl 

BLASTX 

g3785977 

570 

2.0e-58 

147 

76 

(AC005560) putative growth regulator protein [Arabidopsis 
thaliana] 

407589 

uC-osflM202050g06bl 
BLAST N 
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NCBI GI 

BLAST score 

E value 

Match length 

I identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g218142 
208 

1.0e-113 

212 

100 

Rice mRNA for aspartic proteinase, complete cds 
407590 

uC-osflM202050g07bl 

BLASTX 

g3413700 

346 

2.0e-32 

118 

56 

(AC004747) putative YME1 protein [Arabidopsis thaliana] 
407591 

uC-osflM202050g08bl 

BLASTN 

g5410347 

45 

5.0e-16 

113 
85 

Sorghum bicolor BAC clone 110K5, partial sequence 
407592 

uC-osflM202050gllbl 

BLASTX 

g5803274 

295 

1.0e-26 

141 
23 

(AP0003 99) similar to Arabidopsis thaliana BAC T5J8 from 
chromosome IV; hypothetical protein (AC004044) [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407593 

uC-osflM202050h03bl 

BLASTX 

gl709846 

178 

7.0e-13 

127 

45 

PHOTOSYSTEM II 22 KD PROTEIN PRECURSOR >giJ706853 
22 kDa component of photosystem II [Lycopersicon 
esculentum] 



(U04336) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



407594 

uC-osflM202050h05bl 

BLASTX 

gl076746 

576 

3.0e-64 
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Match length 129 
% identity' 99 

NCBI Description heat shock protein 70 - rice (fragment) 

>gi_763160_emb_CAA47948_ (X67711) heat shock protein 70 
[Oryza sativa] 



S a 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407595 

uC-osflM202050h06bl 

BLASTX 

g2832783 

538 

4.0e-55 

120 
83 

(AJ225806) potassium channel beta subunit [Egeria densa] 
407596' 

uC-osflM202050h07bl 

BLASTX 

g5007084 

254 

4.0e-22 

56 

86 

(AF155333) NADP-specif ic isocitrate dehydrogenase [Oryza 
sativa] 

407597 

uC-osflM202050h09bl 

BLASTX 

g4406780 

664 

2.0e-71 

160 

89 

(AC006532) putative multi spanning membrane protein 
[Arabidopsis thaliana] 

407598 

uC-osflM202050hllbl 

BLASTN 

g607894 

113 

1.0e-56 

203 
98 

Oryza sativa IR54 anther specific 



(RTS2) gene, complete cds 



407599 

uC-osflM202050hl2bl 

BLASTX 

g3983665 

516 

2.0e-52 

104 

98 

(AB011271) importin-beta2 [Oryza sativa] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407600 

uC-osflM202051a08bl 

BLASTX 

g3582436 

246 

6.0e-21 

114 
48 

(AB017502) beta-D-glucan exohydrolase [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407601 

uC-osflM202051b01bl 

BLASTX 

g3294467 

450 

5.0e-45 

93 

96 

(U89341) phosphoglucomutase 1 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407602 

uC-osflM202051b04bl 

BLASTN 

g6016845 

84 

2.0e-39 

238 

52 

Oryza sativa genomic DNA, chromosome 1, clone: P0711E10 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407603 

uC-osflM202051b05bl 

BLASTX 

g3914603 

392 

2.0e-73 

150 

95 

RIBULOSE BISPHOSPHATE CARBOXYLASE/ OXYGENASE ACTIVASE, 
CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) >gi_1778414 
(U74321) ribulose-1, 5-bisphosphate carboxylase/oxygenase 
activase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407604 

uC-osflM202051b07bl 

BLASTN 

g3434976 

474 

0.0e+00 

506 

98 

Oryza sativa Japonica 
cds 



Wxb gene, promoter region and partial 



Seq. No. 
Seq. ID 



407605 

uC-osflM202051b08bl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2493650 

344 

2.0e-32 

109 

71 

RUBISCO SUBUNIT BINDING- PROTEIN BETA SUBUNIT (60 KD 
CHAPERONIN BETA SUBUNIT) (CPN-60 BETA) 
>gi_1167858_emb_CAA93139_ (Z68903) chaperonin [Secale 
cereale] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score _ 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407606 

uC-osflM202051bl0bl 

BLASTX 

g4321401 

221 

2.0e-19 

62 
41 

(AF047353) LIM domain protein PLIM-2 [Helianthus annuus] 
407607 

uC-osflM202051c01bl 

BLASTX 

g4102839 

229 

7.0e-19 

102 

42 

(AF016713) LeOPTl [Lycopersicon esculentum] 
407608 

uC-osflM202051c02bl 

BLASTN 

g20177 

133 

6.0e-69 

156 

97 

Rice cablR gene for light harvesting chlorophyll 
a/b-binding protein 

407609 

uC-osflM202051c09bl 

BLASTX 

g5091498 

358 

4.0e-34 

92 

83 

(AB023482) ESTs AU058067 (E20733) , AAU058070 (E20873) 
correspond to a region of the predicted gene.; Similar to 
Populus tremuloides caffeoyl-CoA 3-O-methyltransf erase 
mRNA, complete cds.(U27116) [Oryza sativa] 



Seq. No. 
Seq. ID 



407610 

uC-osflM202051cllbl 
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Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
. NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTX 

gll9958 

155 

9.0e-17 

96 

53 

FERREDOXIN III PRECURSOR (FD III) >gi_168473 (M73831) 
ferredoxin [Zea mays] >gi_1864001_dbj_BAA19251_ (AB001387) 

Fd III [Zea mays] >gi_444 68 6_prf 1907324C 

ferredoxin: ISOTYPE=III [Zea mays] 

407611 

uC-osflM202051d04bl 

BLASTX 

g733458 

453 

4.0e-45 

100 

87 

(U23190) chlorophyll a/b-binding apoprotein CP24 precursor 
[Zea mays] 

407612 

uC-osflM202051d06bl 

BLASTX 

g4101707 

228 

8.0e-19 

78 
51 

(AF006080) glucose acyltransf erase [Solanum berthaultii] 
407613 

uC-osflM202051d09bl 

BLASTN 

g5734616 

34 

1.0e-09 

58 
90 

Oryza sativa genomic DNA, chromosome 6, clone : P0538C01 
407614 

uC-osflM202051dllbl 

BLASTX 

g4585989 

152 

9.0e-10 

101 

37 

(AC005287) Hypothetical protein [Arabidopsis thaliana] 
407615 

uC-osflM202051dl2bl 

BLASTX 

g4960024 

671 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-70 

164 

76 

(AF144079) S-adenosyl-L-methionine:L-methionine 
S-methyltransf erase [Zea mays] 

407616 

uC-o s f 1M2 02051ellbl 

BLASTN 

g21843 

81 

2.0e-37 

297 

86 

Wheat PsbO mRNA for 33kDa oxygen evolving protein of 
photosystem II 

407617 

uC-osflM202051el2bl 

BLASTN 

g20177 

76 

8.0e-35 

148 

88 

Rice cablR gene for light harvesting chlorophyll 
a/b-binding protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

-Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



407618 

uC-osflM202051f02bl 

BLASTX 

g4455246 

288 

1.0e-25 

115 

57 

(AL035523) putative protein [Arabidopsis thaliana] 
407619 

uC-osflM202051f05bl 

BLASTX 

g421929 

383 

2.0e-47 
146 
15 

ubiquitin 
ubiquitin 



- tomato >gi_312160__emb_CAA5167 9_ 
[Lycopersicon esculentum] 



(X73156) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



407620 

uC-osflM202051fl0bl 

BLASTX 

g4588008 

243 

1.0e-20 

71 

55 
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NCBI Description (AF085279) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407621 

uC-osflM202051fllbl 

BLASTX 

gl00490 

833 

1.0e-89 

166 

29 

polyubiquitin - garden snapdragon (fragment) 
>gi_16071_emb_CAA48140_ (X67957) ubiquitin [Antirrhinum 
ma jus] 

407622 

uC-osflM202051g01bl 

BLASTN 

g5734616 

147 

7.0e-77 

219 

92 

Oryza sativa genomic DNA, chromosome 6, clone : P0538C01 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407623 

uC-osflM202051g07bl 

BLASTN 

g5802605 

63 

3.0e-27 

99 

91 

Zea mays methylenetetrahydrof olate reductase mRNA, complete 
cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407624 

uC-osflM202051g09bl 

BLASTX 

g3294469 

298 

2.0e-27 

78 

87 

(U89342) phosphoglucomutase 2 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407625 

uC-osflM202051gllbl 

BLASTX 

gl370287 

197 

2.0e-15 

56 

64 

(Z73553) core protein [Pisum sativum] 



Seq. No. 
Seq. ID 



407626 

uC-osflM202051h02bl 



52715 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2642648 

306 

4.0e-28 

101 

67 

(AF033852) cytosolic heat shock 70 protein; HSC70-3 
[Spinacia oleracea] >gi_2660768 (AF034616) cytosolic heat 
shock 70 protein [Spinacia oleracea] >gi_2660770 (AF034617; 
cytosolic heat shock 70 protein [Spinacia oleracea] 

407627 

uC-osflM202051h09bl 

BLASTX 

g5668804 

377 

3.0e-36 

137 

58 

(AC007519) Strong similarity to F16N3.18 from Arabidopsis 
thalian BAC gb_AC007519. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407628 

uC-osflM202051hllbl 

BLASTX 

gl29591 

340 

4.0e-32 

91 

75 

PHENYLALANINE AMMONIA- LYASE >gi_295824_emb_CAA34226_ 
(X16099) phenylalanine ammonia- lyase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407629 

uC-osflM202052a03bl 

BLASTX 

gl!67836 

393 

4.0e-38 

101 

65 

(Z68893) protein with incomplete signal sequence [Holcus 
lanatus ] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407630 

uC-osflM202052a08bl 

BLASTX 

g4567201 

674 

6.0e-71 

162 

80 

(AC007168) putative aspartate aminotransferase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 



407631 

uC-osflM202052a09bl 



52716 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTX 

g2952328 

303 

6.0e-28 

61 

92 

(AF049889) 
sativa] 



1-aminocyclopropane-l-carboxylate oxidase [Oryza 



407632 

uC-osflM202052b06bl 

BLASTX 

g4455255 

275 

2.0e-24 

93 

56 

(AL035523) putative protein [Arabidopsis thaliana] 
407633 

uC-osflM202052b07bl 

BLASTX 

gl705678 

328 

1.0e-30 

81 

83 

CELL DIVISION CYCLE PROTEIN 4 8 HOMOLOG (VALOSIN CONTAINING 
PROTEIN HOMOLOG) (VCP) >gi_862480 (U20213) 
valosin-containing protein [Glycine max] 

407634 

uC-osflM202052b09bl 

BLASTX 

g322854 

710 

4.0e-75 

149 . 
93 

pollen-specific protein - rice >gi_20310_emb_CAA78897_ 
(Z16402) pollen specific gene [Oryza sativa] 

407635 

uC-osflM202052bl2bl 

BLASTX 

g4895238 

179 

3.0e-13 

52 
67 

(AC007659) unknown protein [Arabidopsis thaliana] 
407636 

uC-osflM202052c01bl 

BLASTX 

g2062167 

297 
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E value 
Match length 
% identity 
NCBI Description 



1.0e-26 

117 
59 

(AC001645) Proline-rich protein APG isolog [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407637 

uC-osflM202052c02bl 

BLASTX 

g2370253 

478 

6.0e-48 

133 

66 

(Y13273) putative protein kinase [Lycopersicon esculentum] 
>gi_5669642_gb_AAD46406.1_AF096250_l (AF096250) 
ethylene-responsive protein kinase TCTR1 [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407638 

uC-osflM202052c03bl 

BLASTX 

g2662343 

392 

5.0e-70 

147 - - 

100 

(D63581) EF-1 alpha [Oryza sativa] 
407639 

uC-osflM202052c05bl 

BLASTX 

g6093430 

331 

8.0e-41 

115 

69 

PROBABLE METHYLENETETRAHYDRO FOLATE REDUCTASE >gi_3212869 
(AC004005) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



407640 

uC-osflM202052c07bl 

BLASTX 

g4234848 

176 

1.0e-12 

121 

31 

(AF082131) gag-pol polyprotein [Zea mays] 
407641 

uC-osflM202052cl2bl 

BLASTX 

g283008 

673 

5.0e-71 

129 
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% identity 

NCBI Description 



98 

sucrose synthase (EC 2.4.1.13) - rice 

>gi_20366_emb_CAA46017_ (X64770) sucrose synthase [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
"Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



407642 

uC-osflM202052d01bl 

BLASTX 

g4150965 

207 

3.0e-16 

50 

74 

(AJ011096) glutamate dehydrogenase [Asparagus officinalis] 
407643 

uC-osflM202052d03bl 

BLASTX 

g417745 

584 

5.0e-62 

135 

80 

ADENOS YLHOMOC YS T E I N AS E ( S-ADENOSYL-L-HOMOCYSTEINE 
HYDROLASE) (ADOHCYASE) >gi_170773 (L11872) 
S-adenosyl-L-homocysteine hydrolase [Triticum aestivum] 

407644 

uC-osflM202052dllbl 

BLASTX 

g4895184 

261 

5.0e-23 

81 

59 

(AC007661) unknown protein [Arabidopsis thaliana] 
407645 

uC-osflM202052e01bl 

BLASTX 

g232031 

395 

3.0e-38 

117 

70 

ELONGATION FACTOR 1-BETA* (EF-1-BETA T ) 

>gi_322851_pir S29224 translation elongation factor eEF-1 

beta' chain - rice >gi_218161_dbj_BAA02253_ (D12821) 
elongation factor 1 beta 1 [Oryza sativa] 

407646 

uC-osflM202052e02bl 

BLASTX 

g3885334 

315 

4.0e-29 
87 
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% identity 

NCBI Description 



67 

(AC005623) 
thaliana] 



putative argonaute protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407647 

uC-osflM202052e03bl 

BLASTN 

g6002791 

84 

3.0e-39 

108 

96 

Oryza sativa predicted protein gene, complete cds 
407648 

uC-osflM202052e04bl 

BLASTX 

g4666287 

690 

8.0e-73 

137 

100 

(D85764) cytosolic monodehydroascorbate reductase [Oryza 
sativa] 

407649 

uC-osflM202052e07bl 

BLASTX 

g4966352 

484 

9.0e-49 

140 

68 

(AC006341) >F309.11 [Arabidopsis thaliana] 
407650 

uC-osflM202052e09bl 

BLASTX 

g3775995 

227 

6.0e-19 

93 
49 

(AJ010461) RNA helicase [Arabidopsis thaliana] 
407651 

uC-osflM202052e!2bl 

BLASTX 

g!172635 

309 

2.0e-28 
69 
90 

26S PROTEASE REGULATORY SUBUNIT 4 HOMOLOG 
PROTEIN HOMOLOG 2) >gi_556558_dbj_BAA04 615__ (D17789) 
homologue of Tat binding protein [Oryza sativa] 



TAT-BINDING 

rice 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407652 

uC-osflM202052f01bl 

BLASTX 

gl655679 

659 

4.0e-69 

172 
70 

(X96386) 3-hydroxy-3-methylglutaryl-CoA-synthase [Pxnus 
sylvestris] 

407653 

uC-osflM202052f03bl 

BLASTX 

g2499709 

223 

3.0e-18 

54 

83 

PHOSPHOLIPASE D 1 PRECURSOR (PLD 1) (CHOLINE PHOSPHATASE 1) 
(PHOSPHATIDYLCHOLINE-HYDROLYZING PHOSPHOLIPASE D 1) 
>gi 1020415_dbj_BAA11136_ (D73411) phospholipase D [Oryza 
satTva] >gi_1902903_dbj_BAA19467_ (AB001920) phospholipase 
D [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407654 

uC-osflM202052f04bl 

BLASTX 

g!710841 

545 

5.0e-56 

111 

96 

ADENOSYLHOMOCYSTEINASE ( S-ADENOSYL-L-HOMOCYSTEINE 
HYDROLASE) (ADOHCYASE) >gi_758247_emb_CAA56278_ (X79905) 
S-adenosylhomocysteine hydrolase [Phalaenopsis sp.] 

407655 

uC-osflM202052f05bl 

BLASTX 

gl!4335 

436 

2.0e-47 

129 

78 

PLASMA MEMBRANE AT PAS E 2 (PROTON PUMP) 

>gi_67973_pir PXMUP2 H+-transporting ATPase (EC 3 

type 2, plasma membrane - Arabidopsis thaliana >gi 
(J05570) HH — ATPase [Arabidopsis thaliana] 
>gi_5730129_emb_CAB524 63.1__ (AL109796) H+-transporting 
ATPase type 2, plasma membrane [Arabidopsis thaliana] 



6.1.35) 
166629 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



407656 

uC-osflM202052f07bl 

BLASTX 

g736721 

451 
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E value 
Match length 
% identity 
NCBI Description 



8.0e-45 

156 
59 

(D49833) stearoyl-acyl carrier protein desaturse [Sesamum 
indicum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407657 

uC-osflM202052f09bl 

BLASTX 

g4903006 

266 

4.0e-23 

92 

59 

(AB027458) ACE [Arabidopsis thaliana] 

>gi_5903086_gb_AAD55644.1_AC008017__17 (AC008017) ACE 
[Arabidopsis thaliana] 

407658 

uC-osflM202052fl2bl 

BLASTX 

g4580392 

189 

3.0e-14 

107 

36 

(AC007171) hypothetical protein [Arabidopsis thaliana] 
407659 

uC-osflM202052g01bl 

BLASTX 

g3334320 

659 

4.0e-71 

143 

88 

40S RIBOSOMAL PROTEIN SA (P40) >gi_2444420 (AF020553) 
ribosome-associated protein p40 [Glycine max] 

407660 

uC-osflM202052g02bl 

BLASTX 

g6006879 

332 

6.0e-31 

94 
66 

(AC008153) putative eukaryotic translation initiation 
factor 3 subunit [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



407661 

uC-osflM202052g03bl 

BLASTX 

g2145356 

427 

4.0e-42 
126 
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% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



69 

(Y11122) HD-Zip protein [Arabidopsis thaliana] >gi_3132474 
(AC003096) homeobox protein, ATHB-14 [Arabidopsis thaliana] 

407662 

uC-osflM202052g04bl 

BLASTX 

g2493131 

353 

3.0e-33 

80 

89 

VACUOLAR ATP SYNTHASE SUBUNIT B ISOFORM 1 (V-ATPASE B 
SUBUNIT) >gi_167108 (L11862) vacuolar ATPase B subunit 
[Horde urn vulgar e] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407663 

uC-osflM202052g05bl 

BLASTX 

g3004565 

218 

1.0e-17 

73 

56 

(AC003673) putative protein kinase 



[Arabidopsis thaliana] 



407664 

uC-osflM202052g08bl 

BLASTX 

gl586940 

166 

1.0e-ll 

78 

42 

Ser/Thr kinase [Lycopersicon esculentum] 
407665 

uC-osflM202052g09bl 

BLASTX 

g4567273 

638 

9.0e-67 

152 

75 

(AC006841) putative vacuolar proton ATPase subunit 
[Arabidopsis thaliana] 

407666 

uC-osflM202052gllbl 

BLASTX 

g3789952 

477 

4.0e-48 

96 

97 

(AF094775) chlorophyll a/b-binding protein presursor [Oryza 
sativa] 



52723 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407667 

uC-osflM202052gl2bl 

BLASTX 

g2194132 

535 

9.0e-55 

137 

72 

(AC002062) No definition line found [Arabidopsis thaliana] 
407668 

uC-osflM202052h02bl 

BLASTN 

g20181 

71 

6.0e-32 

95 
94 

Ripe cab2R gene for light harvesting chlorophyll 
a/b-binding protein 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407669 

uC-osflM202052h04bl 

BLASTX 

g3080414 

411 

4.0e-40 

145 

59 

(AL022604) putative protein [Arabidopsis thaliana] 
407670 

uC-osflM202052h06bl 

BLASTN 

g2564049 

35 

6.0e-10 

107 

83 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MLE2, complete sequence 

407671 

uC-osflM202052h08bl 

BLASTN 

g20181 

76 

6.0e-35 

108 

93 

Rice cab2R gene for light harvesting chlorophyll 
a/b-binding protein 



Seq. No. 
Seq. ID 
Method 



407672 

uC-osflM202052hl2bl 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g22752'02 
320 

2.0e-31 

100 

68 

(AC002337) acyl-CoA synthetase isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407673 

uC-osflM202053a03bl 

BLASTX 

g2244884 

156 

2.0e-13 

72 
61 

(Z97338) glucosyltransf erase [Arabidopsis thaliana] 
407674 

uC-osflM202053a05bl 

BLASTX 

g3132825 

516 

2.0e-52 

174 

57 

(AF063403) putative cytosine-5 DNA methyltransf erase [Zea 
mays] 

407675 

uC-osflM202053a06bl 

BLASTX 

g3132825 

276 

2.0e-24 

87 

57 

(AF063403) putative cytosine-5 DNA methyltransf erase [Zea 
mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407676 

uC-osflM202053a!0bl 

BLASTX 

g4680249 

192 

6.0e-15 

54 

83 

(AF121261) elongation factor 1-alpha 1; EF-l-alphal [Lilium 
longiflorum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



407677 

uC-osflM202053allbl 

BLASTX 

g3132825 

570 

7.0e-59 



52725 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



140 
72 

(AF063403) putative cytosine-5 DNA methyltransf erase [Zea 
mays] 

407678 

uC-osflM202053b01bl 

BLASTN 

g415314 

128 

1.0e-65 

218 

90 

Rice mRNA for NADP dependent malic enzyme, complete cds 
407679 

uC-osflM202053b02bl 

BLASTX 

g2493318 

286 

2.0e-25 

107 

50 

BLUE COPPER PROTEIN PRECURSOR >gi_56277 9__emb_CAA80963_ 
(Z25471) blue copper protein [Pisum sativum] 
>gi_1098264^prf 2115352A blue Cu protein [Pisum sativum] 

407680 

uC-osflM202053b06bl 

BLASTX 

gl31770 

378 

2.0e-36 

109 

63 

40S RIBOSOMAL PROTEIN S9 (40S RIBOSOMAL PROTEIN 1024) 

(VEGETATIVE SPECIFIC PROTEIN V12) >gi_70880_pir R3D024 

ribosomal protein S9.e - slime mold (Dictyostelium 
discoideum) >gi_7353_emb_CAA2984 4_ (X06636) rpl024 protein 
[Dictyostelium discoideum] 

407681 

uC-osflM202053b07bl 

BLASTX 

gll70871 

325 

5.0e-30 

63 

98 

MALATE OXIDOREDUCTASE, CHLOROPLAST PRECURSOR (MALIC ENZYME) 
(ME) (NADP- DEPENDENT MALIC ENZYME) (NADP-ME) 

>gi_1076749j?ir S4 6499 NADP -dependent malic enzyme - rice 

>gi_415315_dbj__BAA03949_ (D16499) NADP-dependent malic 
enzyme [Oryza sativa] 

407682 

uC-osflM202053b09bl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4585882 

571 

8.0e-59 

159 
70 

(AC005850) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

407683 

uC-osflM202053bl0bl 

BLASTX 

g3695383 

571 

7.0e-59 

144 

75 

(AF096370) similar to inorganic pyrophosphatase (Pfam: 
PF00719 Pyrophosphatase, E-value: 2.7e-88) [Arabidopsis 
thaliana] 



Seq. No. 


407684 


Seq. ID 


uC-osf lM202053c01bl 


Method 


BLASTX 


NCBI GI 


g4803944 


BLAST score 


356 


E value 


1.0e-33 


Match length 


168 


% identity 


45 


NCBI Description 


(AC006264) putative C2-c 




[Arabidopsis thaliana] 


Seq. No. 


407685 


Seq. ID 


uC-osflM202053c02bl 


Method 


BLASTX 


NCBI GI 


g3075488 


BLAST score 


661 


E value 


2.0e-69 


Match length 


144 


% identity 


88 


NCBI Description 


(AF058796) chlorophyll ; 


Seq. No. 


407686 


Seq. ID 


uC-osflM202053c03bl 


Method 


BLASTX 


NCBI GI 


g6016720 


BLAST score 


197 


E value 


2.0e-15 


Match length 


85 


% identity 


51 


NCBI Description 


(AC009325) hypothetical 


Seq. No. 


407687 


Seq. ID 


uC-osflM202053c05bl 


Method 


BLASTX 


NCBI GI 


g2270994 


BLAST score 


155 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI * 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



5-0e-10 

88 
39 

(AF004809) Ca+2-binding EF hand protein [Glycine max] 
407688 

uC-osflM202053c06bl 

BLASTX 

g629561 

268 

2.0e-23 

136 

41 

SRG1 protein - Arabidopsis thaliana 
>gi_479047_emb_CAA55654_ (X79052) SRG1 [Arabidopsis 
thaliana] >gi_5734767_gb_AAD50032 . 1_AC007651_27 (AC007651) 
SRG1 Protein [Arabidopsis thaliana] 

407689 

uC-osflM202053c07bl 

BLASTX 

g3218544 

468 

7.0e-47 

121 

77 

(AB004813) alternative oxidase [Oryza sativa] 
>gi_3218546_dbj_BAA28773_ (AB004864) alternative oxidase 
[Oryza sativa] 

407690 

uC-osflM202053c08bl 

BLASTX 

g485517 

534 

1.0e-54 

117 
92 



NCBI Description ADP, ATP carrier protein - rice 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



407691 

uC-osflM202053d01bl 

BLASTX 

g!29591 

214 

3.0e-17 

104 

50 

PHENYLALANINE AMMONIA-LYASE >gi_295824_emb_CAA34226_ 
(X16099) phenylalanine ammonia-lyase [Oryza sativa] 

407692 

uC-osflM202053d02bl 

BLASTX 

g3212865 

247 

1.0e-45 



52728 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



149 
67 

(AC004005) unknown protein [Arabidopsis thaliana] 
407693 

uC-osflM202053d05bl 

BLASTX 

g3024127 

153 

5.0e-13 

73 
61 

S-ADENOSYLMETHIONINE SYNTHETASE 2 (METHIONINE 
ADENOSYL TRANSFERASE 2) (ADOMET SYNTHETASE 2) 
>gi_1655578_emb_CAA95857_ (Z71272) S-adenosyl-L-methionine 
synthetase 2 [Catharanthus roseus] 

407694 

uC-osflM202053d06bl 

BLASTX 

g4886756 

394 

2.0e-38 

82 

83 

(AF088917) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 

407695 

uC-osflM202053d07bl 

BLASTX 

g4585981 

212 

8.0e-17 

60 
73 

(AC005287) similar to Na+/H+-exchanging proteins 
[Arabidopsis thaliana] 

407696 

uC-osflM202053d08bl 

BLASTX 

g3212865 

565 

3.0e-58 

152 

73 

(AC004005) unknown protein [Arabidopsis thaliana] 
407697 

uC-os f 1M2 0 2 0 5 3d0 9b 1 

BLASTX 

g5640111 

294 

2.0e-26 

74 

80 
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NCBI Description (AJ243875) RAD23 protein [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407698 

uC-osflM202053d!0bl 

BLASTX 

gll70937 

789 

2.0e-84 
150 

99- 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOS YLTRANS FERASE 1) (ADOMET SYNTHETASE 1) 
>gi_450549_emb__CAA81481_ (Z26867) S-adenosyl methionine 
synthetase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407699 

uC-o s f 1M2 0 2 0 5 3dl lbl 

BLASTX 

g4416349 

508 

8.0e-52 
99 
97 

(AF110268) 
sativa] 



plasma membrane proton-ATPase gene OSA3 [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407700 

uC-osflM202053e01bl 

BLASTX 

g3126854 

512 

2.0e-61 

120 

99 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407701 

uC-osflM202053e02bl 

BLASTX 

g6056199 

148 

2.0e-09 

48 

56 

(AC009400) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407702 

uC-osflM202053e03bl 

BLASTX 

gl661160 

500 

1.0e-50 

113 

83 

(U74295) chlorophyll a/b binding protein [Oryza sativa] 



Seq. No. 



407703 



52730 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-osflM202053e04bl 

BLASTX 

g4680491 

834 

1.0e-89 

180 

91 

(AF119222) hypothetical protein [Oryza sativa] 
407704 

uC-osflM202053e05bl 

BLASTX 

g4559380 

220 

9.0e-18 

67 

64 

(AC006526) putative auxin-responsive GH3 protein 
[Arabidopsis thaliana] 

407705 

uC-osflM202053e06bl 

BLASTN 

g4680488 

95 

-4.0e-46 

145 

97 

Oryza sativa BAC clone 1.H19, complete sequence 
407706 

uC-osflM202053e07bl 

BLASTN 

g3075487 

144 

2.0e-75 

156 

98 

Oryza sativa chlorophyll a/b-binding protein (RCABP69) 
raRNA, complete cds 

407707 

uC-osflM202053f01bl 

BLASTX 

gl25580 

693 

4.0e-73 

162 
84 

PHOSPHORIBULOKINASE PRECURSOR (PHOSPHOPENTOKINASE) (PRKASE) 

(PRK) >gi_100839_pir S15743 phosphoribulokinase (EC 

2.7.1.19) - wheat >gi_5924030_emb_CAB56544 . 1_ (X51608) 
phosphoribulokinase [Triticum aestivum] 



Seq. No. 
Seq. ID 
Method 



407708 

uC-osflM202053f03bl 
BLASTX 



52731 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3S50999 
299 

4.0e-27 

73 

85 

(AF069908) pyruvate dehydrogenase El beta subunit isoform 1 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407709 

uC-osflM202053f04bl 

BLASTX 

g4586058 

415 

1.0e-40 

167 
50 

(AC007020) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407710 

uC-osflM202053f06bl 

BLASTX 

g4646206 

660 

3.0e-69 

174 

74 

(AC007230) Contains similarity to gb_D13630 KIAA0005 gene 
from Homo sapiens. ESTs gb_T45345, gb_T21086 / gb_R90360, 
gb_T20468, gb_T45191 and gb_AI100459 come from this gene. 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407711 

uC-osflM202053f07bl 

BLASTX 

g6017110 

448 

1.0e-44 

113 

75 

(AC009895) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407712 

uC-osflM202053f08bl 

BLASTX 

g3850999 

643 

2.0e-67 

139 

92 

(AF069908) pyruvate dehydrogenase El beta subunit isoform 1 
[Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



407713 

uC-osflM202053fllbl 

BLASTX 

gl235664 

382 



52732 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-36 

113 
73 

(U37936) novel calmodulin-like protein [Oryza sativa] 
>gi_3171148 (AF064456) calmodulin-like protein [Oryza 
sativa subsp. indica] 



407714 

uC-osflM202053g09bl 

BLASTX 

g4455232 

524 

2.0e-53 

122 

75 

(AL035523) putative protein 



[Arabidopsis thaliana] 



407715 

uC-osflM202053gllbl 

BLASTX - 

g5823576 

234 

5.0e-20 

57 

74 

(AL049730) putative protein 



[Arabidopsis thaliana] 



407716 

uC-osflM202054a02bl 

BLASTX 

g3821254 

589 

6.0e-ei 

166 

71 

(AJ007789) geranylgeranyl reductase [Nicotiana tabacum] 
407717 

uC-osflM202054a03bl 

BLASTX 

g5596468 

377 

4.0e-36 

125 

56 

(AL096882) putative protein [Arabidopsis thaliana] 
407718 

uC-osflM202054a04bl 

BLASTX 

g5732069 

245 

1.0e-20 

100 

51 

(AF147263) contains similarity to Pfam family PF00036 - EF 
hand; score=11.7, E=0.66,N=1 [Arabidopsis thaliana] 
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€1 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407719 

uC-osflM202054a06bl 

BLASTN 

g4468795 

36 

2.0e-10 

60 
90 

Zea mays mRNA for glutathione transferase GST 6 
407720 

uC-osflM202054al0bl 

BLASTX 

g4099921 

212 

8.0e-17 

58 

67 

(U91982) EREBP-3 homolog [Stylosanthes hamata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



407721 

uC-osflM202054allbl 

BLASTX 

g4468796 

180 

2.0e-13 

61 

64 

(AJ010439) GST 6 protein [Zea mays] 
407722 

uC-osflM202054al2bl 

BLASTN 

g4468795 

36 

8.0e-ll 

60 

90 

Zea mays mRNA for glutathione transferase GST6 
407723 

uC-osflM202054b01bl 

BLASTX 

gl743414 

344 

3.0e-32 

83 

76 

(Y09815) pSB5 [Triticum aestivum] 
407724 

uC-osflM202054b03bl 

BLASTN 

g6041757 

96 

2.0e-46 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



116 
96 

Genomic Sequence For Oryza sativa Clone 10P20, Lemont 
Strain, Complete Sequence, complete sequence 

407725 

uC-osflM202054b05bl 

BLASTX 

g2827651 

208 

2.0e-16 

73 
26 

(AL021637) putative protein [Arabidopsis thaliana] 
407726 

uC-osflM202054b07bl 

BLASTX 

g!076809 

801 

8.0e-86 

165 

92 

H+-transporting ATPase (EC 3.6.1.35) - maize 
>gi_758355_emb_CAA59800_ (X85805) H { + ) -transporting ATPase 
[Zea mays] 

407727 

uC-osflM202054b09bl 

BLASTX 

g2281115 

414 

2.0e-40 

106 

75 

(AC002330) putative cullin-like 1 protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407728 

uC-osflM202054b!0bl 

BLASTN 

gl69819 

40 

5.0e-13 

44 

98 

Rice gene encoding three ribosomal 
5.8S, complete; 25S, 5 f end 



RNA's: the 17S, 3' end; 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



407729 

uC-osflM202054bl2bl 

BLASTN 

g5006852 

168 

2.0e-89 

228 

93 
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NCBI Description Oryza sativa homeodomain leucine zipper protein (hox4) 
mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407730 

uC-osflM202054c02bl 

BLASTX 

g3023816 

516 

3.0e-65 

137 

95 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 
>gi_968996 (U31676) glyceraldehyde-3-phosphate . 
dehydrogenase [Oryza sativa] 



407731 

uC-osflM202054c03bl 

BLASTX 

gl928981 

327 

2.0e-30 

136 

51 

(U92651) tonoplast intrinsic protein bobTIP26-l 
oleracea var. botrytis] 



[Brassica 



407732 

uC-osflM202054c04bl 

BLASTX 

g4126809 

674 

5.0e-71 

127 

55 

(AB017042) glyoxalase 
407733 

uC-osflM202054c06bl 

BLASTX 

g4666287 

789 

2.0e-84 

157 

98 

(D85764) 
sativa] 



I [Oryza sativa] 



cytosolic monodehydroascorbate reductase [Oryza 



407734 

uC-osflM202054c07bl 

BLASTN 

g3377508 

51 

1.0e-19 

63 

95 

Oryza sativa auxin transport protein REH1 (REH1) mRNA, 
complete cds 
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Seq. No. 407735 

Seq. ID uC-osflM202054cllbl 

Method BLASTX 

NCBI GI g3201969 

BLAST score 764 

E value 1.0e-81 

Match length 145 

% identity 97 

NCBI Description (AF068332) submergence induced protein 2A [Oryza sativa] 

Seq. No. 407736 

Seq. ID uC-osflM202054cl2bl 

Method BLASTX 

NCBI GI gl764100 

BLAST score 246 

E value 6.0e-21 

Match length 83 

% identity 60 

NCBI Description (U81805) GDP-D-mannose-4, 6-dehydratase [Arabidopsis 
thaliana] 

Seq. No. 407737 

Seq. ID uC-osflM202054d03bl 

Method BLASTX 

NCBI GI g417103 

BLAST score 300 

E value 4.0e-42 

Match length 127 

% identity 82 



NCBI Description HISTONE H3.2, MINOR >gi_282871_pir S24346 histone 

H3.3-like protein - Arabidopsis thaliana 

>gi_16324_emb_CAA42957_ (X60429) histone H3 . 3 like protein 
[Arabidopsis thaliana] >gi_404825_emb_CAA42958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U09461) histone 
H3.2 [Medicago sativa] >gi__488575 (U09464) histone H3.2 
[Medicago sativa] >gi_488577 (U09465) histone H3.2 
[Medicago sativa] >gi__5 1091 l_emb_CAA5 615 3_ (X79714) histone 
H3 [Lolium temulentum] >gi_1435157_emb_CAA58445_ (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj_BAA31218_ (AB015760) histone H3 [Nicotiana 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi_4038469_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi_4490754_emb_CAB38916 . 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_44 90755_emb_CAB38917 . 1_ 
(AL035708) Histon H3 [Arabidopsis thaliana] 
>gi_6006364__dbj_BAA84794.1_ (AP000559) EST D15300 (C0425) 
corresponds to a region of the predicted gene.; Similar to 
histone H3 (AB015760) [Oryza sativa] 



Seq. No. 407738 

Seq. ID uC-osflM202054d04bl 

Method BLASTX 

NCBI GI g2613143 



52737 



€1 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



675 

4.0e-71 

131 

96 

(AF030548) tubulin [Oryza sativa] 
407739 

uC-osflM202054d06bl 

BLASTX 

g4006914 

675 

4.0e-71 

160 

74 

(Z99708) serine C-palmitoyltransf erase like protein 
[Arabidopsis thaliana] 



407740 

uC-osflM202054d07bl 

BLASTX 

g2130069 

556 

3.0e-57 

110 

95 

catalase (EC 1.11.1. 



6) catA - rice 



>gi_1261858_dbj_BAA06232_ (D29966) catalase [Oryza sativa] 
407741 

uC-osflM202054dl0bl 

BLASTX 

g3184098 

343 

3.0e-32 

141 

51 

(AL023777) coenzyme a synthetase [Schizosaccharomyces 
pombe] 

407742 

uC-osflM202054dllbl 

BLASTX 

g2760832 

223 

4.0e-18 

136 

41 

(AC003105) similar to barley ids-4 gene product 
[Arabidopsis thaliana] 

407743 

uC-osflM202054dl2bl 

BLASTX 

g3292830 

158 

2.0e-16 
125 
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% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

•Seq. No. 
Seq. ID ' 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46 

(AL031018) 



putative protein [Arabidopsis thaliana] 



407744 

uC-osflM202054e01bl 

BLASTX 

g4210332 

287 

2.0e-28 

92 

76 

(AJ223803) 2-oxoglutarate dehydrogenase E2 subunit 
[Arabidopsis thaliana] 

407745 

uC-osflM202054e02bl 

BLASTX 

g3281861 

342 

5.0e-32 

94 

69 

(AL031004) putative protein [Arabidopsis thaliana] 
407746 

uC-osflM202054e03bl 

BLASTX 

g3293031 

312 

1.0e-28 

87 

69 

(AJ007574) amino acid carrier [Ricinus communis] 
407747 

uC-osflM202054e04bl 

BLASTX 

g4730884 

631 

6.0e-66 

133 
92 

(AB007404) alanine aminotransferase [Oryza sativa] 
>gi_4730886_dbj_BAA772 61.1_ (AB007405) alanine 
aminotransferase [Oryza sativa] 

407748 

uC-osflM202054e05bl 

BLASTX 

g3646373 

617 

8.0e-67 

129 

96 

(AJ011078) RGP1 protein [Oryza sativa] 



Seq. No. 



407749 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-osflM202054e06fol 

BLASTX 

g70644 

492 

1.0e-49 

124 

16 

ubiquitin precursor - common sunflower 



407750 

uC-osflM202054e08bl 

BLASTX 

g3293031 

522 

4.0e-53 

122 

80 

(AJ007574) amino acid carrier 



(fragment) 



[Ricinus communis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



407751 

uC-osflM202054ellbl 

BLASTX 

g2407281 

781 

2..0e-83 

148 

99 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 

407752 

uC-osflM202054f01bl 

BLASTX 

g485517 

468 

3.0e-51 

114 

91 

ADP, ATP carrier protein - rice 
407753 

uC-osflM202054f02bl 

BLASTX 

g417154 

689 

1.0e-72 

141 

94 

HEAT SHOCK PROTEIN 82 >gi_100685_pir S25541 heat shock 

protein 82 - rice {strain Taichung Native One) 
>gi_20256_emb_CAA77978_ (Z11920) heat shock protein 82 
(HSP82) [Oryza sativa] 

407754 

uC-osflM202054f03bl 

BLASTX 

g2738248 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



655 

9.0e-69 

168 

79 

(U97200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] 

407755 

uC-osflM202054f04bl 

BLASTX 

gl076663 

594 

1.0e-61 

130 

86 

H+-transporting ATPase (EC 3.6.1.35) (clone PHA2) - potato 
>gi_435001_emb__CAA54045_ (X76535) H ( + ) -transporting ATPase 
[Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407756 

uC-osflM202054f06bl 

BLASTX 

g547712 

564 

4.0e-58 

108 

100 

EUKARYOTIC INITIATION FACTOR 4A (EIF-4A) 

>gi_542153_pir S38358 translation initiation factor eIF-4A 

- rice >gi_303844_dbj_BAA02152_ (D12627) eukaryotic 
initiation factor 4A [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407757 

uC-osflM202054f08bl 

BLASTX 

g3402282 

159 

1.0e-10 

96 
40 

(AJ000997) proline-rich protein [Solanum tuberosum] 
407758 

uC-osflM202054f!0bl 

BLASTX 

g3913018 

702 

3.0e-74 

142 

100 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 
(ALDP) >gi_218155_dbj_BAA02730_ (D13513) chloroplastic 
aldolase [Oryza sativa] 



Seq. No. 
Seq. ID 

Method 



407759 

uC-osflM202054fllbl 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4377346 
284 

3.0e-25 

141 

44 

(AE001682) CT857 hypothetical protein (possible IM protein) 
[Chlamydia pneumoniae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407760 

uC-osflM202054g01bl 

BLASTX 

g2114207 

271 

8.0e-24 

105 

56 

(D86744) glutaredoxin [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407761 

uC-osflM202054g04bl 

BLASTX 

g4512667 

626 

2.0e-65 

162 
71 

(AC006931) putative 



MAP kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407762 

uC-osflM202054g05bl 

BLASTX 

g2980775 

286 

7.0e-28 

135 

56 

(AL022198) leucyl aminopeptidase-like protein 
[Arabidopsis thaliana] 



(partial) 



Seq. No. 


407763 


Seq. ID 


uC-osflM202054g07bl 


Method 


BLASTN 


NCBI GI 


gl69818 


BLAST score 


53 


E value 


2.0e-21 


Match length 


88 


% identity 


91 


NCBI Description 


Rice 25S ribosomal RNA gene 


Seq. No. 


407764 


Seq. ID 


uC-osflM202054g08bl 


Method 


BLASTX 


NCBI GI 


g3023713 


BLAST score 


502 


E value 


6.0e-51 


Match length 


102 


% identity 


98 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ENOLASE (2-PH0SPH0GLYCERATE DEHYDRATASE) 
( 2 -PHOS PHO-D-GLYCERATE HYDRO-LYASE) (0SE1) >gi_780372 
(U09450) enolase [Oryza sativa] 

407765 

uC-osflM202054gl0bl 

BLASTX 

gl546706 

455 

3.0e-45 

153 

63 

(X98855) peroxidase ATP8a [Arabidopsis thaliana] 
>gi_5730127__emb_CAB52461.1_ (AL109796) peroxidase ATP8a 
[Arabidopsis thaliana] 

407766 

uC-osflM202054h03bl 

BLASTX 

g4220462 

319 

2.0e-29 

87 

66 

(AC006216) Strong similarity to gb_Z50851 HD-zip (athb-8) 
gene from Arabidopsis thaliana containing Homeobox PF_0004 6 
and bZIP PF 00170 domains. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407767 

uC-osflM202054h04bl 

BLASTX 

g5596996 

348 

9.0e-33 

86 

76 

(Y14600) putative protein serine /threonine kinase [Sorghum 
bicolor] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



407768 

uC-osflM202054h05bl 

BLASTX 

g3334320 

639 

7.0e-67 

127 

95 

40S RIBOSOMAL PROTEIN SA (P40) >gi_2444420 (AF020553) 
ribosome-associated protein p40 [Glycine max] 

407769 

uC-os f 1M2 0 2 0 5 4 hO 6b 1 

BLASTX 

g2462827 

403 

3.0e-39 
119 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



71 

(AF000657) probable thiamin biosynthetic enzyme 
[Arabidopsis thaliana] 

407770 

uC-osflM202054h08bl 

BLASTX 

gl076809 

497 

3.0e-50 

117 

81 

H+- transporting ATPase (EC 3.6.1.35) - maize 
>gi_758355_emb_CAA59800_ (X85805) H (+) -transporting ATPase 
[Zea mays] 

407771 

uC-osflM202054h09bl 

BLASTX 

g2342682 

612 

1.0e-63 

165 
69 

(AC000106) Contains similarity to Rattus AMP-activated 
protein kinase (gb_X95577) . [Arabidopsis thaliana] 

407772 

uC-osflM202054hl0bl 

BLASTX 

g3914431 

442 

9.0e-44 

108 

79 

PRO TEAS OME COMPONENT C8 (MACROPAIN SUBUNIT C8) 
(MULT I CATALYTIC ENDOPEPTIDASE COMPLEX SUBUNIT C8) 
>gi_2285802_dbj_BAA21651_ (D78173) 26S proteasome alpha 
subunit [Spinacia oleracea] 

407773 

uC-osflM202054hl2bl 

BLASTX 

g2245034 

212 

9.0e-17 

73 

60 

(Z97342) enoyl-CoA hydratase [Arabidopsis thaliana] 
407774 

uC-osflM202055a01bl 

BLASTX 

g3023713 

321 

2.0e-51 
140 
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% identity 

NCBI Description 



66 

ENOLASE { 2 - PHOS PHOGLYCERATE DEHYDRATASE) 
( 2 -PHOSPHO-D-GLYCERATE HYDRO-LYASE) (OSE1) >gi_780372 
(U09450) enolase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407775 

uC-osflM202055a03bl 

BLASTX 

g4490293 

355 

4.0e-34 

73 
82 

(AL035678) 
thaliana] 



WD-repeat protein-like protein [Arabidopsis 



407776 

uC-osflM202055allbl 

BLASTX 

g5668804 

151 

1.0e-15 

88 
46 

(AC007519) Strong similarity to F16N3.18 from Arabidopsis 
thalian BAC gb_AC007519. [Arabidopsis thaliana] 

407777 

uC-osflM202055b06bl 

BLASTX 

g3641837 

447 

2.0e-44 

115 

77 

(AL023094) Nonclathrin coat protein gamma-like protein 
[Arabidopsis thaliana] 



407778 

uC-osflM202055b08bl 

BLASTX 

g4467156 

280 

4.0e-25 

84 

58 

(AL035540) putative protein 



[Arabidopsis thaliana] 



407779 

uC-osflM202055c02bl 

BLASTX 

g3914422 

616 

3.0e-64 

120 
93 

PROFILIN >gi_2154728 



emb CAA69669_ (Y08389) profilin 2 
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[Cynodon dactylon] >gi_2154730_einb_CAA69670_ 
profilin 1 [Cynodon dactylon] 



(Y08390) 





Seq. No. 


407780 




Seq. ID 


uC-osflM202055c05bl 




Method 


DT 7\ C TV 




NCBI GI 


r*A A"] Toon 

g4 41 / ZoU 




BLAST score 






E value 


0 . Uc jl 




Match length 


1 1 £ 




% identity 


30 




"VT /"^ 15 T T*\ A j**m v* ** -I— T A 

jnLdi uescripiion 


Vriv-'UU / U -L .7 J pULallvc 




Seq. No. 


407781 




Seq. ID 


uC-osflM202055d01bl 




Method 






NCBI GI 


A o Q /I 1 

gou jo 41 




BLAST score 


ol 




E value 


i . ue-iy 




Match length 


TIC 

115 




% identity 


o r 
00 


:, J i 


NCBI Description 


Kxce HIKJNA ror oet;a — i 




Seq, No. 


A a n o o 

40 / /o^ 


.S5S.V. 


Seq. ID 


uC-osflM202055d07bl 


p 


Method 


BLASTX 




NCBI GI 


go441877 




BLAST score 


639 




E value 


7 . Oe-67 




X /T ^ _L_ 1_ "1 i 1_ 

Match length 


141 




% identity 


89 




NCBI Description 


(AP000367) Similar 






O /I 1 1 Q £ \ ^ 7QT5/11 
Z.4.1.1oOj. l^y/,541 




Seq. No. 


407783 




Seq. ID 


uC-osflM202055e09bl 




Method 


BLASTX 




NCBI GI 


g!351202 




BLAST score 


536 




E value 


6.0e-55 




Match length 


120 




% identity 


85 



complete cds 



(EC 



[Oryza sativa] 



NCBI Description 



TUBULIN BETA CHAIN >gi_312989_emb_CAA42777_ 
beta-tubulin [Glycine max] 



(X60216) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407784 

uC-osflM202055f05bl 

BLASTX 

g587566 

146 

9.0e-10 

45 
62 

(X80237) mitochondrial processing peptidase [Solanum 
tuberosum] 



Seq. No. 



407785 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-osflM202055f!0bl 

BLASTX 

g477819 

396 

2.0e-38 

100 

74 

mitochondrial processing peptidase (EC 3.4.99.41) beta 
chain precursor - potato >gi_410634Jobs_136741 cytochrome c 
reductase-processing peptidase subunit II, MP-P subunit II, 
P53 [potatoes, var. Marfona, tuber, Peptide Mitochondrial, 
530 aa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407786 

uC-osflM202056a06al 

BLAST N 

gl69660 

38 

8.0e-12 

58 
91 

Parsley S-adenosylhomocysteine hydrolase (SHH) mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407787 

uC-osflM202056a08al 

BLASTX 

g4406372 

211 

1.0e-16 

57 
74 

(AF109156) thiosulfate sulfurtransf erase [Datisca 
glomerata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407788 

uC-osflM202056al0al 

BLASTN 

g425797 

35 

4.0e-10 

62 
89 

Rice mRNA for o-acetylserine (thiol) -lyase 
AD417), partial cds 



(gene name 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407789 

uC-osflM202056al2al 

BLASTX 

g4191791 

147 

3.0e-09 

32 

88 

(AC005917) putative sf21 {Helianthus annuus} protein 
[Arabidopsis thaliana] 



52747 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407790 

uC-osflM202056b02al 

BLASTN 

g3885887 

381 

0. 0e+00 

471 

95 

Oryza sativa high mobility group protein 
complete cds 



(HMG) mRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407791 

uC-osflM202056bl0al 

BLASTX 

g4733891 

161 

7.0e-ll 

58 
59 

(AF104924) unconventional myosin heavy chain [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407792 

uC-osflM202056c02al 

BLASTX 

g2497540 

406 

2.0e-39 

103 

77 

PYRUVATE KINASE ISOZYME G, 



CHLOROPLAST 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407793 

uC-osflM202056c03al 

BLASTX 

gl001355 

158 

1.0e-12 

79 

54 

(D64006) auxin- induced protein 



[Synechocystis sp. ] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407794 

uC-osflM202056c09al 

BLASTX 

g2832683 

156 

3.0e-10 

39 

72 

(AL021712) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



407795 

uC-osflM202056cl0al 

BLASTX 

gl703380 

292 

4.0e-26 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



56 
96 

ADP-RIBOSYLATION FACTOR >gi_1132483_dbj_BAA04 607_ 
ADP-ribosylation factor [Oryza sativa] 



(D17760) 



407796 

uC-osflM202056cllal 

BLASTX 

gll5813 

238 

6.0e-20 

54 

85 

CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB-8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 

407797 

uC-osflM202056cl2al 

BLASTX 

gl311479 

748 

1.0e-79 

162 

91 

(D45890) sucrose phosphate synthase [Oryza sativa] 
407798 

uC-osflM202056d03al 

BLASTX 

g3540208 

234 

2.0e-19 

105 
47 

(AC004260) Hypothetical protein [Arabidopsis thaliana] 
407799 

uC-osflM20205 6d04al 

BLASTX 

g2104536 

623 

5.0e-65 

162 

67 

(AF001308) 
thaliana] 



predicted glycosyl transferase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407800 

uC-osflM202056d09al 

BLASTX 

g4415931 

257 

5.0e-22 

83 . 
57 

(AC006418) unknown protein [Arabidopsis thaliana] 



52749 



>gi_4559393_gb__AAD23053.1_AC006526_18 (AC006526) unknown 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407801 

uC-osflM202056dl0al 

BLASTN 

gl632821 

58 

5.0e-24 

174 

84 

O.sativa mRNA for transmembrane protein 

>gi_1667593_gb_U77297_OSU77297 Oryza sativa transmembrane 
protein mRNA, complete cds 

407802 

uC-osflM202056e01al 

BLASTX 

g4506221 

185 

1.0e-13 

78 

46 

proteasome (prosome, macropain) 26S subunit, non-ATPase, 12 
>gi_1945611__dbj_BAA19749_ (AB003103) 26S proteasome subunit 
p55 [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407803 

uC-osflM202056e02al 

BLASTN 

g4097337 

217 

1.0e-118 

352 

90 

Oryza sativa metallothionein-like protein mRNA, 
cds 



complete 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407804 

uC-osflM202056e03al 

BLASTX 

gll36122 

214 

5.0e-17 

54 

81 

(X91807) alfa-tubulin 



[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407805 

uC-osflM202056e08al 

BLASTX 

g461753 

147 

3.0e-09 

40 

75 

ATP- DEPENDENT CLP PROTEASE ATP-BINDING 



SUBUNIT CLPA HOMOLOG 



52750 



€> • 

PRECURSOR >gi_419773_pir S31164 ATP-dependent ClpB 

proteinase regulatory chain homolog precursor, chloroplast 
- garden pea >gi__169128 (L09547) nuclear encoded precursor 
to chloroplast protein [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407806 

uC-osflM202056e09al 

BLASTX 

g3935150 

201 

4.0e-27 

96 

65 

(AC005106) T25N20.14 



[Arabidopsis thaliana] 



407807 

uC-osflM202056ellal 

BLASTN 

gi661159 

227 

1.0e-125 

243 

98 

Oryza sativa chlorophyll a/b binding protein 
mRNA, complete cds 



(kcdl8 95) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407808 

uC-osflM202056f02al 

BLASTX 

g2623298 

154 

6.0e-10 

58 

55 

(AC002409) putative 4-alpha-glucanotransf erase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407809 

uC-osflM202056f05al 

BLASTX 

g551288 

305 

3.0e-28 

76 

88 

(Z33611) phosphoglycerate mutase [Zea mays] 
407810 

uC-osflM202056f06al 

BLASTN 

g2073379 

91 

1.0e-43 

143 

90 

Rice CP26 mRNA, partial sequence 



52751 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407811 

uC-osflM202056f09al 

BLASTX 

g289920 

156 

2.0e-10 

30 
93 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method , , 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407812 

uC-osflM202056g07al 

BLASTX 

g4210330 

655 

8.0e-69 

137 

88 

(AJ223802) 2-oxoglutarate dehydrogenase, El subunit 
[Arabidopsis thaliana] 

407813 

uC-osflM202056gl0al 

BLASTN 

g313139 

34 

2.0e-09 

54 

91 

Z.mays ZmPR02 mRNA for profilin 
407814 

uC-osflM202056gl2al 

BLASTX 

gl00293 

286 

2.0e-25 

130 

55 

ribonucleoprotein A, 29K - wood tobacco 

>gi_19754_emb_CAA43427_ (X61113) 29kD A ribonucleoprote 
[Nicotiana sylvestris] 

407815 

uC-osflM202056h02al 

BLASTX 

g3297807 

184 

1.0e-13 

79 
53 

(AL031032) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



407816 

uC-osflM202056h03al 
BLASTX 



52752 



NCBI GI 
BLAST score 
. E value 
Match length 
% identity 
NCBI Description 



•gl071925 
202 

1.0e-15 

47 
79 

Cw-19 peptide, non specific lipid transfer protein, 
precursor - barley >gi_510528_emb_CAA48 623_ (X68656) 
peptide, non specific lipid transfer protein [Hordeum 
vulgare] 



Cw-19 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



407817 

uC-osflM202056h04al 

BLASTX 

g283010 

189 

4.0e-14 

51 

78 

sucrose synthase (EC 



2.4.1.13) 2 - rice (fragment) 



407818 

uC-osflM202056h05al 

BLASTX 

g5360230 

243 

2.0e-20 

46 

100 

(AB015287) Ran [Oryza sativa] 
407819 

uC-osflM202056h08al 

BLASTX 

g3928091 

290 

5.0e-26 

75 

67 

(AC005770) unknown protein [Arabidopsis thaliana] 
407820 

uC-osflM202056hllal 

BLASTX 

g3929924 

250 

3.0e-21 

48 

100 

(AB020502) catalase [Oryza sativa] 
407821 

uC-osflM202056hl2al 

BLASTX 

g2493130 

242 

3.0e-20 
47 
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% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



98 

VACUOLAR ATP SYNTHASE SUBUNIT B ISOFORM 2 (V-ATPASE B 
SUBUNIT) >gi_459200 (U07053) vacuolar H+-ATPase subunit B 
[Gossypium hirsutum] 

407822 

uC-osflM202058d09al 

BLASTX 

gl66834 

144 

8.0e-16 

66 
70 

(M86720) ribulose bisphosphate carboxylase/oxygenase 
activase [Arabidopsis thaliana] >gi_2642155 (AC003000) ' 
Rubisco activase [Arabidopsis thaliana] 

407823 

uC-osflM202058e05al 

BLASTN 

g20321 

275 

1.0e-153 

383 

94 

Oryza sativa RAcl mRNA for actin 
407824 

uC-osflM202058ellal 

BLASTX 

g5042177 

235 

9.0e-20 

92 

49 

(AL078620) putative protein [Arabidopsis thaliana] 
407825 

uC-osflM202058fllal 

BLASTX 

g400578 

185 

1.0e-13 

65 
52 

NADH-UBIQUINONE OXIDOREDUCTASE 18 KD SUBUNIT PRECURSOR 
(COMPLEX 1-18 KD) (CI-18 KD) (COMPLEX I-AQDQ) (CI-AQDQ) 

>gi_346531_pir S28240 NADH dehydrogenase (ubiquinone) (EC 

1.6.5.3) chain CI-18 (IP) - bovine >gi_226_emb_CAA44 900_ 
(X63215) NADH dehydrogenase [Bos taurus] 

407826 

uC-osflM202058g02al 

BLASTX 

g2119361 

148 

2.0e-09 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



53 
57 

calmodulin {clone PCM3) - potato (fragment) 
(U20292) calmodulin [Solanum tuberosum] 



>gi 687700 



407827 

uC-osflM202058g06al 

BLASTX 

g3913426 

158 

2.0e-10 

59 
64 

S-ADENOSYLMETHIONINE DECARBOXYLASE PROENZYME (ADOMETDC) 
(SAMDC) >gi_1532048_emb_CAA69074_ (Y07766) 
S-adenosylmethionine decarboxylase [Oryza sativa] 

407828 

uC-osflM202058g07al 

BLASTX 

gl29591 

196 

5.0e-15 

37 

95 

, PHENYLALANINE AMMONIA- LYASE >gi_295824_emb_CAA34226_ 
(X16099) phenylalanine ammonia- lyase [Oryza sativa] 

407829 

uC-osflM202058g08al 

BLASTX 

gl076746 

598 

4.0e-62 

133 
86 

heat shock protein 70 - rice (fragment) 

>gi_763160_emb_CAA47948_ (X67711) heat shock protein 70 
[Oryza sativa] 

407830 

uC-osflM202058hl0al 

BLASTX 

g4586049 

280 

8.0e-25 

104 

53 

(AC007020) hypothetical protein [Arabidopsis thaliana] 
407831 

uC-osflM202061a04bl 

BLASTX 

g2147328 

173 

7.0e-19 
94 
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% identity 4 9 

NCBI Description dioscorin class B 



Dioscorea cayenensis (fragment) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



407832 

uC-osflM202061a06bl 

BLASTN 

g309560 

58 

5.0e-24 

147 

84 

Zea mays mitochondrial chaperonin 
complete cds 



60 (mtcpn60II) mRNA, 



407833 

uC-osflM202061a09bl 

BLASTX 

g231587 

259 

2.0e-22 

79 

67 

ATP SYNTHASE BETA CHAIN, MITOCHONDRIAL PRECURSOR 

>gi__283001_pir S25304 Hi—transporting ATP synthase (EC 

3.6.1.34) beta chain precursor, mitochondrial - rice 
>gi_218147__dbj_BAA01372_ (D10491) mitochondrial Fl-ATPase 
[Oryza sativa] 

407834 

uC-osflM202061allbl 

BLASTX 

g544250 

397 

1.0e-38 

116 

65 

ER LUMEN PROTEIN RETAINING RECEPTOR (HDEL RECEPTOR) 

>gi_541860_pir A49677 endoplasmic reticulum retention 

receptor Erd2 - Arabidopsis thaliana 

407835 

uC-osflM202061b01bl 

BLASTX 

g3080427 

527 

8.0e-54 

120 

78 

(AL022604) putative protein [Arabidopsis thaliana] 
407836 

uC-osflM202061b02bl 

BLASTX 

g3126854 

597 

4.0e-62 
120 
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% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



93 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 



407837 

uC-osflM202061b03bl 

BLAST N 

g3885891 

73 

3.0e-33 

77 

99 

Oryza sativa photosystem-1 
mRNA, complete cds 



F subunit precursor (PSI-F) 



407838 

uC-osflM202061b05bl 

BLASTX 

g4049341 

349 

9.0e-33 

116 

66 

(AL034567) putative protein [Arabidopsis thaliana] 
407839 

uC-osflM202061b06bl 

BLASTX 

gll71008 

324 

4.0e-30 

78 

67 

POLLEN ALLERGEN PHL P 1 PRECURSOR (PHL P I) 

>gi__629812_pir S44182 allergen Phi p I - common timothy 

>gi_473360_emb_CAA55390_ (X78813) Phi p I allergen [Phleum 
pratense] 

407840 

uC-osflM202061b07bl 

BLASTX 

gl36758 

290 

2.0e-26 

61 

90 

GRANULE-BOUND GLYCOGEN (STARCH) SYNTHASE PRECURSOR 

>gi_8247 9_pir S22519 UDPglucose — starch 

glucosyltransf erase (EC 2.4.1.11) precursor - rice 

>gi_421998_pir S30485 ADP (UDP) -glucose starch glycosyl 

transferase - rice >gi_626033_pir JQ2224 waxy protein - 

rice >gi_1084459_pir S11481 UDPglucose — starch 

glucosyltransf erase (EC 2.4.1.11) - rice 

>gi_20401_emb_CAA41186_ (X58228) ADP (UDP) -glucose starch 
glycosyl transferase [Oryza sativa] >gi_20403_emb_CAA44 065_ 

(X62134) starch (bacterial glycogen) synthase [Oryza 
sativa] >gi_577599_emb_CAA37732_ (X53694) starch synthase 

[Oryza sativa] 
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Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
' NCBI Description 



407841 

uC-osflM202061bl0bl 

BLASTX 

g2055376 

238 

7.0e-2Q 

50 

90 

(U32109) MADS box protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407842 

uC-osflM202061bllbl 

BLASTX 

g547712 

692 

5.0e-73 

135 

99 

EUKARYOTIC INITIATION FACTOR 4A (EIF-4A) 

>gi_542153_pir S38358 translation initiation factor eIF-4A 

- rice >gi_303844_dbj_BAA02152_ (D12627) eukaryotic 
initiation factor 4A [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407843 

uC-osflM202061c01bl 

BLASTX 

g4580397 

207 

4.0e-16 

159 
29 

(AC007171) putative RNA helicase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407844 

uC-osflM202061c03bl 

BLASTX 

gl619602 

169 

4.0e-14 

71 

61 

(Y08726) MtN3 [Medicago truncatula] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407845 

uC-osflM202061c06bl 

BLASTX 

g5042461 

256 

3.0e-22 

50 

96 

(AC007789) 
sativa] 



putative oxalate oxidase (germin protein) [Oryza 



Seq. No. 
Seq. ID 



407846 

uC-osflM202061d08bl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g548774 

322 

3.0e-30 

84 

80 

60S RIBOSOMAL PROTEIN L7A >gi_542158_pir S38360 ribosomal 

protein L7a - rice >gi_303855_dbj__BAA02156_ (D12631) 
ribosomal protein L7A [Oryza sativa] 

407847 

uC-osflM202061dl0bl 

BLASTX 

gl00490 

616 

3.0e-64 

133 

27 

polyubiquitin - garden snapdragon (fragment) 
>gi_16071_emb_CAA48140_ (X67957) ubiquitin [Antirrhinum 
majus] 

407848 

uC-osflM202061e05bl 

BLASTX 

g!31283 

525 

1.0e-54 

135 

81 

PHOTOSYSTEM II 44 KD REACTION CENTER PROTEIN (P6 PROTEIN) 

(CP43) >giJ72710_pir F2RZ44 photosystem II chlorophyll 

a-binding protein psbC - rice chloroplast 

>gi_11965_emb_CAA34014_ (X15901) PSII 43kDa protein [Oryza 
sativa] 

407849 

uC-osflM202061e08bl 

BLASTN 

g3041776 

134 

2.0e-69 

244 

89 

Oryza sativa mRNA for fructose-1, 6-bisphosphatase 
(plastidic isof orm) , complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407850 

uC-osflM202061el0bl 

BLASTX 

g2146739 

429 

3.0e-42 

123 

67 

hexokinase (EC 2.7.1 
(U28214) hexokinase 



.1) 1 - Arabidopsis thaliana >gi_ 
1 [Arabidopsis thaliana] 



881521 
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o • 

>gi_4972059_emb_CAB43927.1_ (AL078470) hexokinase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407851 

uC-osflM202061ellbl 

BLASTX 

g4581856 

442 

8.0e-44 

137 
67 

(AF116825) l-deoxy-D-xylulose-5-phosphate reductoisomerase 
[Mentha x piperita] 

407852 

uC-osflM202061el2bl 

BLASTX 

gl773330 

485 

2.0e-65 

154 

85 

(U80071) glycolate oxidase [Mesembryanthemum crystallinum] 
407853 

uC-osflM202061f01bl 

BLASTX 

g2130069 

588 

5.0e-61 

110 

100 

catalase (EC 1.11.1.6) catA - rice 

>gi_1261858_dbj_BAA06232_ (D29966) catalase [Oryza sativa] 
407854 

uC-osflM202061f05bl 

BLASTX 

g5051769 

278 

5.0e-25 

151 

47 

(AL078637) putative protein [Arabidopsis thaliana] 
407855 

uC-osflM202061f06bl 

BLASTX 

gl26386 

193 

2.0e-14 

90 
43 

POLLEN ALLERGEN LOL P 2 -A (LOL P I I -A) 

>gi_82449_pir A34291 pollen allergen Lol p IIA - perennial 

ryegrass 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407856 

uC-osflM202061f09bl 

BLASTX 

gl661160 

309 

3.0e-41 

102 

84 

(U74295) chlorophyll a/b binding protein [Oryza sativa] 
407857 

uC-osflM202061fl0bl 

BLASTX 

g548485 

150 

7.0e-15 

127 

44 

POLYGALACTURONASE INHIBITOR PRECURSOR 
(POLYGALACTURONASE- INHIBITING PROTEIN) 

>gi_478677_pir S23764 polygalacturanase-inhibiting protein 

precursor - kidney bean >gi__21029_emb_CAA46016_ (X64769) 
polygalacturanase-inhibiting protein [Phaseolus vulgaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407858 

uC-osflM202061fllbl 

BLASTX 

g2662343 

880 

5.0e-95 

170 

99 

(D63581) EF-1 alpha [Oryza sativa] 
407859 

uC-osflM202061fl2bl 

BLASTX 

g2117355 

333 

6.0e-31 

136 

52 

mitochondrial processing peptidase (EC 3.4.99.41) alpha-II 
chain precursor - potato >gi_587562_emb_CAA56520_ (X80236) 
mitochondrial processing peptidase [Solanum tuberosum] 

407860 

uC-osflM202061g01bl 

BLASTN 

g2773153 

464 

0.0e+00 

491 

99 

Oryza sativa abscisic acid- and stress-inducible protein 
(Asrl) mRNA, complete cds 
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Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 




407861 

uC-osflM202061g03bl 

BLASTX 

g3721942 

233 

2.0e-39 

119 

71 

(AB018248) chitinase 




[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407862 

uC-osflM202061g07bl 

BLASTX 

g4884104 

196 

4.0e-15 

70 
59 

(AL050060) hypothetical protein [Homo sapiens] 
407863 

uC-osflM202061g08bl 

BLASTX 

gl519251 

533 

8.0e-63 

136 

96 

(U65957) GF14-C protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407864 

uC-osflM202061gl0bl 

BLASTX 

g4850405 

155 

4.0e-10 

137 

26 

(AC007357) 
protein 1 
thaliana] 



Similar to gb_D64087 nuclear matrix constituent 
(NMCP1) from Daucus carota. [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407865 

uC-osflM202061gl2bl 

BLASTX 

g5579092 

258 

3.0e-22 

129 

48 

(AF100954) gibberellin 2-oxidase-like protein [Pisum 
sativum] 



Seq. No. 407866 

Seq. ID uC-osflM202061h02bl 

Method BLASTX 

NCBI GI g3184557 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



309 

3.0e-28 

124 

48 

(AF052290) unknown [Synechococcus PCC7002] 
407867 

uC-osflM202061h04bl 

BLASTX 

gl!70937 

714 

1.0e-75 

137 
99 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 
>gi_450549_emb_CAA81481_ (Z26867) S-adenosyl methionine 
synthetase [Oryza sativa] 

407868 

uC-osflM202061h06bl 

BLASTX 

g417488 

428 

4.0e-51 

131 
77 

ALPHA-GLUCAN PHOSPHORYLASE, H ISOZYME (STARCH PHOSPHORYLASE 

H) >gi_100452_pir A40995 starch phosphorylase (EC 2.4.1.1) 

H - potato >gi_169473 (M69038) alpha-glucan phosphorylase 
type H isozyme [Solanum tuberosum] 

407869 

uC-osflM202061h07bl 

BLASTX 

g3876602 

164 

4.0e-ll 

71 
52 

(Z69790) cDNA EST yk376gll.5 comes from this gene; cDNA EST 
yk442fl.5 comes from this gene; cDNA EST yk455h!0.5 comes 
from this gene; cDNA EST yk457h6.5 comes from this gene; 
cDNA EST yk4 64d8.5 comes from this gene [Caenorhab . . . 
>gi_3877015_emb_CAA93669.1_ (Z69792) cDNA EST yk376gll.5 
comes from this gene; cDNA EST yk442fl.5 comes from this 
gene; cDNA EST yk455hl0.5 comes from this gene; cDNA EST 
yk457h6.5 comes from this gene; cDNA EST yk4 64d8.5 comes 
from this gene [Caenorhab 

407870 

uC-osflM202061h08bl 

BLASTN 

g2331130 

51 

6.0e-20 
95 
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% identity 


0 0 


NCBI Description 


uryza samva glycine ncn prouem \\jo\jt\r±) 




cds 


Seq. No. 


4U / o / 1 


beq. liJ 


Uu OS 1_LL V 1Z UZU DZdUOlJl 


Method 


DT 71 Oi"PV 


NCBI GI 


g3914423 


BLAST score 


394 


E value 


4 . ue-jo 


Match length 


Q O 
OZ 


% identity 




nldi Description 


"DDriTTTT TM A ^rH 9£49"394 f 7A "PTl *3 9 ^ 7 nrnf 1 1 in 


Seq. No. 


4U / o I Z 


beq. iu 


iir 1 — /^o-Fl M9n9H£9a 1 nv^i 

UU OSIlriZUiU DidlUlJl 


Method 


"DT 7AQTY 
tiiaiiO i A 


VIPDT rjT 
IN^Dl bl 




BLAST score 


253 


E value 


1.0e-21 


Match length 


100 


% identity 


61 


NCBI Description 


PROTEIN DISULFIDE I SOME RASE PRECURSOR (PDi; 



mRNA, complete 



>gi_2146814_pir S69181 protein disulfide isomerase (EC 

5.3.4.1) precursor - maize >gi_625148 (L39014) protein 
disulfide isomerase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407873 

nC-osflM202062b01bl 

BLASTX 

g6006879 

493 

1.0e-49 

152 

67 

(AC008153) putative eukaryotic translation initiation 
factor 3 subunit [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407874 

uC-osflM202062b03bl 

BLASTX 

g283004 

187 

5.0e-14 

39 

87 

DNA-binding protein Gt-2 - rice >gi_2024 9_emb__CAA48328_ 
(X68261) gt-2 [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



407875 

uC-osflM202062b04bl 

BLASTX 

g6063542 

593 

7.0e-67 

149 

91 
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NCBI Description 



(AP000615) EST C74302 (E30840) corresponds to a region of 
the predicted gene.; similar to glyceraldehyde-3-phosphate 
dehydrogenase. (M64118) [Oryza sativa] 



Seq, No. 


407876 


Seq. ID 


UC-OStlMzUZU bZDUODl 


Method 


BLASTX 


NCBI GI 


g2570511 


BLAST score 


Slo 


E value 


1 . Oe-52 


Match length 


105 


% identity 


yi 


NCBI Description 


(AF022738) chlorophyll a-b binding protein 


Seq. No. 


407877 


Seq. ID 


uC-osf lM2020ozbU /d1 


Method 


BLASTX 


NCBI GI 


g2760325 


BLAST score 


317 


E value 


4 . Oe-29 


Match length 


158 


% identity 


49 


NCBI Description 


(AC002130) F1N21.10 [AraDiaopsis tnalianaj 


Seq. No. 


407878 


Seq. ID 


uC-osflM202062bl2bl 


Method 


BLASTX 


NCBI GI 


gl29591 


BLAST score 


378 


E value 


2 . Oe-36 


Match length 


90 


% identity 


82 


NCBI Description 


PHENYLALANINE AMMONIA-LYASE >gi_zyodz4_emD_C 




(X16099) phenylalanine ammonia-lyase [Oryza 


Seq. No. 


407879 


Seq. ID 


uC-osflM202062c01bl 


Method 


BLASTX 


NCBI GI 


gl421751 


BLAST score 


175 


E value 


1. 0e-12 


Match length 


36 


% identity 


92 


NCBI Description 


(U60592) putative ORF; conserved in 5 f leadi 




SAMdC [Pisum sativum] 


Seq. No. 


407880 


Seq. ID 


uC-osflM202062c02bl 


Method 


BLASTX 


NCBI GI 


g3023816 


BLAST score 


622 


E value 


6.0e-65 


Match length 


125 


% identity 


96 



leaders of plant 



NCBI Description 



GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 
>gi_968996 (U31676) glyceraldehyde-3-phosphate 
dehydrogenase [Oryza sativa] 
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o6C[. NO. 


4 U / OOl 








nP-nqfl M9090 ^nfi^KI 






Method 


BLASTX 






NCBI GI 


g!944573 






t>i_iAoi score 


4 40 






E value 


6 . Oe-44 






Match length 


1 t A 

114 






% identity 


/y 






NCBI Description 


(Z4 914 6) phenylalanine 


ammonia - 


-lyase [Hordeum vulgare] 


beq. no. 


4U / oo^ 






beq. id 


UU — OSIIMZUZUOZCUODI 






rlti UIIOU. 








NCBI GI 


g476752 






BLAST score 


519 






E value 


7.0e-53 






Match length 


127 






% identity 


80 






NCBI Description 


(L24073) rubisco large 


subunit 


[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_1583954_prf_2121489A 

RuBisCO:SUBUNIT=large:ISOTYPE=truncated [Oryza sativa] 
407883 

uC-osflM202062c07bl 

BLASTX 

g629849 

456 

2.0e-45 

146 

59 

pectate lyase (EC 4.2.2.2) - maize >gi_405535 (L20140) 
homology with pectate lyase [Zea mays] 

407884 

uC-o s f 1M2 02062c09bl 

BLASTX 

g4160402 

296 

1.0e-26 

155 

50 

(AJ132240) eukaryotic translation initiation factor 5 [Zea 
mays] 

407885 

uC-osflM202062cl2bl 

BLASTX 

gl703380 

508 

2.0e-51 

112 
88 

ADP- RI BOS YLAT I ON FACTOR >gi_1132483_db j_BAA04 607_ (D17760) 
ADP-ribosylation factor [Oryza sativa] 



Seq. No. 



407886 



52766 



Seq. ID ^ 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-osflM202062d01bl 

BLASTX 

g2388911 

316 

4.0e-29 

124 
47 

(Z98974) hypothetical PSUl-like protein 
[Schizosaccharomyces pombe] 



407887 

uC-osflM202062d04bl 

BLASTX 

gl911582 

183 

1.0e-26 

93 
58 

(S83343) Cyn d 
grass, pollen, 



l=major allergen 
Peptide Partial, 



[Cynodon dactylon=Bermuda 
24 6 aa] [Cynodon dactylon] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



407888 

uC-osflM202062d05bl 

BLASTX 

gl00099 

387 

9.0e-39 

100 

77 

DNA-binding protein VBP1 - fava bean >gi_1372966 (M81827) 
CREB-like protein [Vicia faba] 

407889 

uC-osflM202062d07bl 

BLASTX 

gl29591 

604 

6.0e-63 

126 

95 

PHENYLALANINE AMMONIA-LYASE >gi_295824_emb_CAA34226_ 
(X16099) phenylalanine ammonia- lyase [Oryza sativa] 



407890 

uC-osflM202062d08bl 

BLASTX 

g4467124 

161 

7.0e-ll 

137 

26 

(AL035538) hypothetical protein 



[Arabidopsis thaliana] 



407891 

uC-osflM202062dl0bl 

BLASTX 

g2499709 



52767 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



492 

1.0e-49 

134 
65 

PHOSPHOLIPASE D 1 PRECURSOR (PLD 1) (CHOLINE PHOSPHATASE 1) 
( PHOS PHATI DYLCHOLINE-HYDROLYZ ING PHOSPHOLIPASE D 1) 
>gi__1020415_dbj_BAA11136_ (D73411) phospholipase D [Oryza 
sativa] >gi_1902903_dbj_BAA194 67_ (AB001920) phospholipase 
D [Oryza sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407892 

uC-osflM202062e03bl 

BLASTX 

g531905 

457 

2.0e-45 

142 

63 

(U13055) endo-1, 4-beta-glucanase precursor [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407893 

uC-osflM202062e04bl 

BLASTX' 

g2267593 

163 

9.0e-12 

40 

80 

(AF009411) glycine-rich RNA-binding protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407894 

uC-osflM202062e05bl 

BLASTX 

gl323748 

219 

9.0e-18 

84 

52 

(U32430) thiol protease [Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407895 

uC-osflM202062e06bl 

BLASTX 

g2062167 

412 

5.0e-41 

112 

79 

(AC001645) Proline-rich protein APG isolog [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



407896 

uC-osflM202062e07bl 

BLASTX 

g3746581 

687 



52768 



E value 2.0e-72 

Match length 129 

% identity 99 

NCBI Description (AF062403) glutathione S-transf erase II [Oryza sativa] 

Seq. No. 407897 

Seq. ID uC-osflM202062e08bl 

Method BLASTX 

NCBI GI g6006853 

BLAST score 174 

E value 2.0e-12 

Match length 93 

% identity 37 

NCBI Description (AC009540) unknown protein [Arabidopsis thaliana] 




Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407898 

uC-osflM202062e09bl 

BLASTX 

g3337356 

624 

4.0e-65 

132 

94 

(AC004481) putative protein transport protein SEC61 alpha 
subunit [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407899 

uC-osflM202062el0bl 

BLASTN 

g3819495 

78 

1.0e-35 

168 

87 

Hordeum vulgare genomic DNA fragment; clone MWG2025.rev 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407900 

uC-osflM202062ellbl 

BLASTX 

g2832783 

689 

1.0e-72 

144 

88 

(AJ225806) potassium channel beta subunit [Egeria densa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407901 

uC-osflM202062f01bl 

BLASTX 

g3913018 

658 

6.0e-70 

142 

96 

FRUCTOSE-BIS PHOSPHATE ALDOLASE, 
(ALDP) >gi_218155_dbj_BAA02730_ 
aldolase [Oryza sativa] 



CHLOROPLAST PRECURSOR 
(D13513) chloroplastic 



52769 



osq • LNU . 


407902 


oeq. xU 


nf-n^f lM202062f D2bl 


Method 


BLASTX 


NCBI GI 


gl421730 


rJiiAoi score 


0:70 


E value 


z . ue jo 


Match length 


i ni 


% identity 


/ O 


NCBI Description 




oeq. in o • 


£07Q0^ 




nP-nqf lM202062f 04bl 


Method 




NCBI GI 


g4262224 


BLAST score 


404 


E value 


z . ue j 


Match length 


loo 


% identity 


JO 


NCBI Description 


V-fiL^U U OZ UU y pULdLXVc dull 




[AraDiuopsis unaiianaj 


D c L[ • IN vJ * 


407904 


Seq. ID 


uC-osflM202062f07bl 


Method 


BLASTX 


NCBI GI 


g2738248 


BLAST score 


587 


E value 


3.0e-62 


Match length 


142 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



89 

(U97200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] 

407905 

uC-osflM202062f09bl 

BLASTX 

g2293480 

449 

1.0e-44 

89 
98 

(AF011331) glycine-rich protein [Oryza sativa] 
407906 

uC-osflM202062fl0bl 

BLASTX 

gl352442 

233 

2.0e-19 

47 

96 

EUKARYOTIC TRANSLATION INITIATION FACTOR 4E (EIF-4E) 
(EIF4E) (MRNA CAP-BINDING PROTEIN) (EIF-(IS0)4F 25 KD 

SUBUNIT) (EIF-(IS0)4F P28 SUBUNIT) >gi_1002917 (U34598) 
[Oryza sativa] 



p28 



Seq. No. 



407907 



52770 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-osflM202062g02bl 

BLASTX 

g3023713 

458 

9.0e-46 

106 

86 

ENOLASE (2-PHOSPHOGLYCERATE DEHYDRATASE) 
( 2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) (OSE1) >gi_780372 
(U09450) enolase [Oryza sativa] 

407908 

uC-osflM202062g03bl 

BLASTX 

g!31225 

469 

5.0e-47 

101 

91 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi__100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Horde urn vulgar e] 

407909 

uC-osflM202062g07bl 

BLASTN 

gl752830 

56 

1.0e-22 

84 

93 

Oryza sativa DNA for metallothionein-like protein, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407910 

uC-osflM202062g08bl 

BLASTX 

gl773330 

645 

3.0e-68 

161 

84 

(U80071) glycolate oxidase [Mesembryanthemum crystallinum] 
407911 

uC-osflM202062g09bl 

BLASTX 

gl524383 

580 

5.0e-60 

141 

85 

(X63374) 3-phosphoshikimate 1-carboxyvinyltransf erase [Zea 
mays] 



Seq. No. 



407912 



52771 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No.- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-osflM202062gllbl 

BLASTX 

g82496 

649 

5.0e-68 

147 
86 

phenylalanine ammonia- lyase 



(EC 4.3.1.5) 



rice 



407913 

uC-osflM202062h01bl 

BLASTX 

gl332579 

461 

2.0e-49 

110 

10 

(X98063) polyubiquitin [Pinus sylvestris] 
407914 

uC-osflM202062h02bl 

BLASTX 

g2130069 

380 

1.0e-36 

98 
74 

catalase (EC 1.11.1.6) cat A - rice 

>gi_1261858_dbj_BAA06232_ (D29966) catalase [Oryza sativa] 
407915 

uC-osflM202062h03bl 

BLASTX 

gll68537 

405 

1.0e-39 

96 

83 

ASPARTIC PROTEINASE PRECURSOR >gi_82458_pir JS0732 

aspartic proteinase (EC 3.4.23.-) - rice 
>gi__218143_dbj_BAA02242_ (D12777) aspartic proteinase 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



407916 

uC-osflM202062h04bl 

BLASTX 

g2130069 

711 

2.0e-75 

133 

99 

catalase (EC 1.11.1. 



6) catA - rice 



>gi_1261858_dbj_BAA06232_ (D29966) catalase [Oryza sativa] 
407917 

uC-osflM202062h05bl 
BLASTX 



52772 



NCBI GI g3075488 

BLAST score 611 

E value 1.0e-63 

Match length 136 

% identity 87 

NCBI Description (AF058796) chlorophyll a/b-binding protein [Oryza sativa] 

Seq. No. 407918 

Seq. ID uC-osflM202062h07bl 

Method BLASTX 

NCBI GI g5031281 

BLAST score 264 

E value 5.0e-23 

Match length 60 

% identity 80 

NCBI Description (AF139499) unknown [Prunus armeniaca] 

Seq. No. 407919 

Seq. ID uC-osflM202062hllbl 

Method BLASTX 

NCBI GI 4 gl491615 

BLAST score 348 

E value 1.0e-32 

Match length 140 

% identity 48 

NCBI Description (X99923) male sterility 2-like protein [Arabidopsis 
thaliana] 

Seq. No. 407920 

Seq. ID uC-osflM202063a08al 

Method BLASTX 

NCBI GI g3935181 

BLAST score 389 

E value 1.0e-37 

Match length 8 6 

% identity 83 

NCBI Description (AC004557) F17L21.24 [Arabidopsis thaliana] 

Seq. No. 407921 

Seq. ID uC-osflM202063allal 

Method BLASTX 

NCBI GI g2952328 

BLAST score 175 

E value 4.0e-18 

Match length 81 

% identity 68 

NCBI Description (AF049889) 1-aminocyclopropane-l-carboxylate oxidase [Oryza 
sativa] 

Seq. No. 407922 

Seq. ID uC-osflM202063b01al 

Method BLASTN 

NCBI GI g3242700 

BLAST score 34 

E value 2.0e-09 

Match length 58 

% identity 90 




52773 



NCBI Description Arabidopsis thaiiana chromosome II BAC F26B6 genomic 
sequence, complete sequence [Arabidopsis thaiiana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407923 

uC-osflM202063b05al 

BLASTX 

gl708924 

206 

4.0e-16 

46 
85 

MALATE OXIDOREDUCTASE (MALIC ENZYME) (ME) (NADP-DEPENDENT 
MALIC ENZYME) (NADP-ME) >gi_515759 (L34836) malate 
dehydrogenase (NADP+) [Vitis vinifera] 

407924 

uC-os f 1M2 0 2 0 63b0 6al 

BLASTX 

g6015065 

386 

3.0e-37 

82 

89 

ELONGATION FACTOR 2 (EF-2) >gi_23697 14_emb_CAB09900_ 
(Z97178) elongation factor 2 [Beta vulgaris] 

407925 

uC-osflM202063b09al 

BLASTX 

g6063542 

326 

3.0e-30 

59 

98 

(AP000615) EST C74302 (E30840 ) corresponds to a region of 
the predicted gene.; similar to glyceraldehyde-3-phosphate 
dehydrogenase. (M64118) [Oryza sativa] 



Seq. No. 


407926 


Seq. ID 


uC-osflM202063bllal 


Method 


BLASTX 


NCBI GI 


g2570505 


BLAST score 


417 


E value 


1.0e-41 


Match length 


98 


% identity 


90 


NCBI Description 


(AF022735) proteasome 


Seq. No. 


407927 


Seq. ID 


uC-osflM202063c01al 


Method 


BLASTN 


NCBI GI 


g2196541 


BLAST score 


241 


E value 


1.0e-133 


Match length 


241 


% identity 


100 


NCBI Description 


Oryza sativa glycine-: 



[Oryza sativa] 



52774 



Seq. No. 


407928 


Seq. ID 


uC-osflM202063c04al 


Method 


BLASTN 


NCBI GI 


g2913890 


BLAST score 


378 


F, va 1 hp 

i-j v a. J. 


0 . 0e+00 


Match lenath 


378 


% i_d.enti.ty 


100 


NPRT Dp spirit} t* ion 


Oryza sativa mRNA foj 


Seq. No. 


407929 


Seq. ID 


uC-osflM202063c05al 


Method 


BLASTN 


NCBI GI 


g5441876 


BLAST score 


243 


E value 


1.0e-134 


Ma^ch 1 pnath 

1 ACL l_\-*±± -L, OilU 1 A 


352 


^ i Hpti t 1 1" v 


97 


KffRT De^Pfi "nt" i on 


Oryza sativa genomic 




( Pont icr b ) 


Sea. No. 


407930 


Seq. ID 


uC-osflM202063c07al 


Method 


BLASTN 


NCBI GI 


g2196541 




244 


£_t vaxuc 






\J 


§; -i Hpnt i t*v 


99 




(~}y~\7*7z* qpfi tt3 rrl hp- 


Sea. No. 


407931 


Seq. ID 


uC-osflM202063cllal 


Method 


BLASTX 


NCBI GI 


g3805765 


BLAST score 


212 


E value 


7.0e-17 


Match length 


96 


% identity 


52 


NCBI Description 


(AC005693) putative ] 



partial cds 



chromosome 2, clone: P0437H03 



complete cds 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407932 

uC-osflM202063d01al 

BLASTX 

g4580389 

535 

1.0e-54 

153 

69 

(AC007171) unknown protein 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



407933 

uC-osflM202063d03al 

BLASTX 

gl29591 

328 



52775 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-30 

61 
98 

PHENYLALANINE AMMONIA-LYASE >gi_295824_emb_CAA34226_ 
(X16099) phenylalanine ammonia-lyase [Oryza sativa] 



407934 

uC-osflM202063d07al 

BLASTX 

g3023713 

295 

1.0e-26 

62 

95 

ENOLASE { 2-PHOSPHOGLYCERATE DEHYDRATASE) 
(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) (OSE1) 
(U09450) enolase [Oryza sativa] 



>gi_780372 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407935 

uC-osflM202063e01al 

BLASTX 

g3258569 

174 

2.0e-12 

50 
72 

(U89959) Similar to yeast general negative regulator of 
transcription subunit 1 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407936 

uC-osflM202063e04al 

BLASTN 

g972930 

36 

1.0e-10 

72 
88 

Arabidopsis thaliana IAA14 



(IAA14) gene, partial cds 



407937 

uC-osflM202063e06al 

BLASTN 

gll957 

70 

6.0e-31 

110 
92 

Rice complete chloroplast genome 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



407938 

uC-osflM202063e07al 

BLASTX 

g3452497 

372 

1.0e-35 

85 
85 



52776 



NCBI Description (Y17796) ketol-acid reductoisomerase [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407939 

uC-osflM202063e09al 
BLASTX 
g464986 
267 

2.0e-23 
54 
91 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 9 
LIGASE 9) (UBIQUITIN CARRIER PROTEIN 9) 

>gi__421857_pir S32674 ubiquitin— protein ligase {EC 

6.3,2.19) UBC9 - Arabidopsis thaliana 

>gi_297884_emb_CAA78714_ (Z14990) ubiquitin conjugating 
enzyme homolog [Arabidopsis thaliana] >gi__349211 (L00639) 
ubiquitin conjugating enzyme [Arabidopsis thaliana] 
>gi_600391_emb_CAA51201_ (X72626) ubiquitin conjugating 
enzyme E2 [Arabidopsis thaliana] 

>gi_4455355_emb_CAB36765.1_ (AL035524) ubiquitin-protein 
ligase UBC9 [Arabidopsis thaliana] 



(UBIQUITIN-PROTEIN 
(UBCAT4B) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407940 

uC-osf lM202063el2al - 

BLASTX 

g4105561 

322 

9.0e-30 

70 

90 

(AF047444) ribulose-5-phosphate-3-epimerase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407941 

uC-osflM202063g01al 

BLASTX 

g2342494 

294 

2.0e-26 

79 

62 

(D14058) bromelain [Ananas comosus] 

>gi_2463582_dbj_BAA22543_ (D38531) FB31 precursor (FB13 
precursor) [Ananas comosus] 



Seq . No . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407942 

uC-osflM202063g02al 

BLASTX 

g226263 

255 

4.0e-22 

48 

100 

chlorophyll a/b binding protein [Glycine max] 



Seq. No. 
Seq. ID 
Method 



407943 

uC-osflM202063g08al 
BLASTN 



52777 



4> 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g303843 
210 

1.0e-114 

293 

99 

Rice mRNA for eukaryotic initiation factor 4A, complete cds 
407944 

uC-osflM202063gl0al 

BLASTN 

g2570514 

256 

1.0e-142 

323 
98 

Oryza sativa glycolate oxidase (GOX) mRNA, complete cds 
407945 

uC-osflM202063gl2al 

BLASTX 

gll5779 

254 

8.0e-22 

53 

89 

CHLOROPHYLL A-B BINDING PROTEIN PRECURSOR (LHCII TYPE I 

CAB) (LHCP) >gi_81772_pir JA0179 chlorophyll a/b-binding 

protein precursor - soybean (fragment) >gi_169933 (M21396) 
chlorophyll a/b-binding protein precursor [Glycine max] 

407946 

uC-osflM202063h04al 

BLASTX 

gll70543 

325 

4.0e-30 

127 

55 

DIHYDROXY-ACID DEHYDRATASE, MITOCHONDRIAL PRECURSOR (DAD) 

(2,3-DIHYDROXY ACID HYDROLYASE) >gi_1077091_pir S55205 

dihydroxy-acid dehydratase (EC 4.2.1.9) - yeast 
(Saccharomyces cerevisiae) >gi_854590_emb_CAA60939_ 
(X87611) dihydroxyacid dehydratase [Saccharomyces 
cerevisiae] >gi_1015650_emb_CAA8954 0_ (Z49516) ORF YJR016c 
[Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407947 

uC-osflM202063h06al 

BLASTX 

gl806283 

215 

2.0e-17 

48 

90 

(Z79637) Histone H4 homologue [Sesbania rostrata] 



Seq. No. 



407948 



52778 



Seq. ID 


uC-osflM202064a02al 


Method 


BLASTN 


NCBI GI 


g5042437 


BLAST score 


93 


E value 


1.0e-44 


Match, lencrth 


122 


% identit"v 


93 


NCBI Description 


Oryza sativa BAC T49B20 genomic sequence, complete sequence 


Seq. No. 


407949 


Seq. ID 


uC-osflM202064a04al 


Method 


BLASTX 


NCBI GI 


g3913426 


BLAST score 


164 


E value 


3.0e-ll 


Match length 


32 


% identity 


91 


NCBI Description 


S-ADENOSYLMETHIONINE DECARBOXYLASE PROENZYME (ADOMETDC) 




(SAMDC) >gi 1532048 emb CAA69074 (Y07766) 




S-adenosylmethionine decarboxylase [Oryza sativa] 


Seq. No. 


407950 


Seq. ID 


uC-osflM202064a07al 


Method 


BLASTX 


NCBI GI 


gl362086 


BLAST score 


162 


E value 


5.0e-ll 


Match lencrth 


37 


%. i fipnt i t v 


89 


NCRT Dpsrri on 

ill \^ ,LJ J- Lj v w J_ _1_ V*^ L» J_ L X 


5— methyltetrahydropteroyltriglutamate — homocysteine 




S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 




>gi_2 12991 9_pir S 65957 




5-methyltetrahydropteroyltriglutamate — homocysteine 




S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 




>gi 886471 emb CAA58474 (X83499) methionine synthase 




[Catharanthus roseus] 


Sea. No 


407951 


Seq. ID 


uC-osflM202064a08al 


Method 


BLASTN 


NCBI GI 


g5042437 


BLAST score 


388 


E value 


0 . 0e+00 


Match length 


396 


% i dent it v 


100 


NCBI Description 


Oryza sativa BAC T49B20 genomic sequence, complete sequence 


Sea No 


407952 


Seq. ID 


uC-osflM202064al2al 


Method 


BLASTX 


NCBI GI 


g3746581 


BLAST score 


361 


E value 


3.0e-34 


Match length 


68 


% identity 


100 


NCBI Description 


(AF062403) glutathione S-transferase II [Oryza sativa] 



52779 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407953 

uC-osflM202064b03al 

BLASTX 

g3915082 

211 

8.0e-17 

40 

100 

TUBULIN ALPHA CHAIN >gi_1220545 (M97956) alpha tubulin 
[Trypanosoma cruzi] >gi_1220548 (M96849) alpha tubulin 
[Trypanosoma cruzi] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407954 

uC-osflM202064b04al 

BLASTX 

g82496 

166 

2.0e-ll 

35 
86 

phenylalanine ammonia -lyase 



(EC 4.3.1.5) - rice 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407955 

uC-osflM202064b08al 

BLASTX 

g6063538 

536 

6.0e-55 

104 

100 

(AP000615) similar to sugar transporter protein. 
[Oryza sativa] 



(AL022604) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407956 

uC-osflM202064bl0al 

BLASTX 

g218157 

209 

2.0e-16 

41 
100 

(D13512) cytoplasmic aldolase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407957 

uC-osflM202064bllal 

BLASTN 

g435174 

35 

5.0e-10 

51 

92 

A. sativa (Pewi) ASTCP-K36 mRNA for t complex polypeptide 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



407958 

uC-osflM202064c03al 

BLASTX 

g3335355 



52780 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168 

9.0e-12 

40 

28 

(AC004512) Match to polyubiquitin DNA gb_L05401 from A. 
thaliana. Contains insertion of mitochondrial NADH 
dehydrogenase gb_X82618 and gb_X98301. May be a pseudogene 
with an expressed insert. EST gb_AA58 6248 comes from this 
region. [Arabi 

407959 

uC-osflM202064c04al 

BLASTX 

g2952328 

248 

3.0e-41 

117 

82 

(AF049889) 1-aminocyclopropane-l-carboxylate oxidase [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407960 

uC-osflM202064c05al 

BLASTX 

g2499709 

195 

4.0e-29 

132 

55 

PHOSPHOLIPASE D 1 PRECURSOR (PLD 1) (CHOLINE PHOSPHATASE 1) 
( PHOS PHAT I DYLCHOL INE-HYDROL Y Z ING PHOSPHOLIPASE D 1) 
>gi_1020415_dbj_BAA11136_ (D73411) phospholipase D [Oryza 
sativa] >gi_1902903_dbj_BAA19467_ (AB001920) phospholipase 
D [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% , identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407961 

uC-osflM202064c06al 

BLASTX 

g3721942 

547 

4.0e-56 

145 

72 

(AB018248) chitinase [Oryza sativa] 
407962 

uC-osflM202064cl0al 

BLASTX 

g544861 

292 

3.0e-26 
59 
93 

(S68003) 
Partial, 



actin [Striga asiatica=witchweed, Kuntze, Peptide 
114 aa] [Striga asiatica] 



Seq. No. 



407963 



52781 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-osflM202064cllal 

BLASTX 

g4337195 

195 

6.0e-15 

50 
66 

(AC006403) putative protein kinase [Arabidopsis thaliana] 
407964 

uC-osflM202064d03al 

BLASTX 

g2501555 

272 

6.0e-24 

74 

65 

POSSIBLE APOSPORY-ASSOCIATED PROTEIN C >gi_549984 (U13148) 
possible apospory-associated protein [Pennisetum ciliare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407965 

uC-osflM202064d06al 

BLASTX 

g6015059 

358 

5.0e-34 

75 
93 

ELONGATION FACTOR 1 -ALPHA (EF-1-ALPHA) >gi_2996096 
(AF030517) translation elongation factor- 1 alpha; EF-1 
alpha [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407966 

uC-osflM202064d07al 

BLASTX 

g4539404 

153 

5.0e-10 

44 

68 

(AL049524) putative protein [Arabidopsis thaliana] 
407967 

uC-osflM202064d08al 

BLASTX 

g4038055 

250 

2.0e-21 

61 

75 

(AC005897) putative cytochrome P450 [Arabidopsis thaliana] 
>gi_4557077_gb_AAD22516.1_AC007045_16 (AC007045) putative 
cytochrome p450 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



407968 

uC-osflM202064dllal 
BLASTX 



52782 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2895866 
327 

2.0e-30 

80 

84 

(AF045770) methylmalonate semi-aldehyde dehydrogenase 
[Oryza sativa] 

407969 

uC-osflM202064e02al 

BLASTX 

g3212879 

219 

1.0e-17 

55 
75 

(AC004005) 
thaliana] 



putative ribosomal protein L7 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407970 

uC-osflM202064e04al 

BLASTX 

g543711 

279 

1.0e-24 

58 
95 

14-3-3-LIKE PROTEIN S94 >gi_419796_pir S30927 14-3-3 

protein homolog - rice >gi_303859_dbj_BAA03711_ (D16140) 
brain specific protein [Oryza sativa] 

407971 

uC-osflM202064f01al 

BLASTN 

g3377792 

316 

1.0e-177 

379 

97 

Oryza sativa ribulose-1, 5-bisphosphate 

carboxylase/oxygenase activase (rca) mRNA, complete cds 
407972 

uC-osflM202064f07al 

BLASTX 

gl32166 

144 

6.0e-09 

31 

81 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE , 
CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) 

>gi_81660_pir S04048 ribulose-bisphosphate carboxylase 

activase precursor - Arabidopsis thaliana 
>gi_16471_emb_CAA32429_ (X14212) rubisco activase (AA 1 
473) [Arabidopsis thaliana] 



52783 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407973 

uC-osflM202064f08al 

BLASTX 

g5174683 

228 

8.0e-19 

67 

61 

SKB1 (S. cerevisiae) homolog >gi_2323410_gb_AAB66581 . 1_ 
(AF015913) SkblHs [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407974 

uC-osflM202064f09al 

BLASTN 

g5257255 

178 

2.0e-95 

396 

87 

Oryza sativa genomic DNA, chromosome 8, clone : P0026F07 
407975 

uC-osflM202064fl2al 

BLASTN 

g736271 

35 

5.0e-10 

123 
80 

O. sativa hsp70 gene for heat shock protein 
407976 

uC-osflM202064h01al 

BLASTX 

g4972052 

230 

5.0e-19 

57 
41 

(AL078470) putative protein [Arabidopsis thaliana] 
407977 

uC-osflM202064h09al 

BLASTN 

g736717 

262 

1.0e-145 

347 

97 

Rice 0sg6B gene for anther specific protein, complete cds 
(exonl, exon2, exon3) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



407978 

uC-osflM202065a02al 

BLASTX 

gl29591 

188 



52784 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-14 

38 
89 

PHENYLALANINE AMMONIA-LYASE >gi_295824_emb_CAA34226_ 
(X16099) phenylalanine ammonia-lyase [Oryza sativa] 

407979 

uC-osflM202065a06al 

BLASTX 

g547712 

167 

1.0e-ll 

35 
94 

EUKARYOTIC INITIATION FACTOR 4A (EIF-4A) 

>gi_542153_pir S38358 translation initiation factor eIF-4A 

- rice >gi_303844_dbj_BAA02152_ (D12627) eukaryotic 
initiation factor 4A [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407980 

uC-osflM202065a07al 

BLASTX 

gl353352 

169 

6.0e-12 

48 
69 

(U31975) alanine aminotransferase 
reinhardtii] 



[ Chlamydomonas 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407981 

uC-osflM202065a08al 

BLASTX 

g5734639 

381 

1.0e-36 

72 
100 

(AP000391) ESTs AU056036 (S20239) , C72753 (E2173) , 
AU056035 (S20239) correspond to a region of the predicted 
gene.; Similar to putative cytochrome P-450 (AC003680) 
[Oryza sativa] 

407982 

uC-osflM202065b06al 

BLASTN 

g4586448 

51 

1.0e-19 

159 
83 

Oryza sativa mRNA for cytochrome c oxidase subunit 6b- 1, 
complete cds 



Seq. No. 
Seq. ID 
Method 



407983 

uC-osflM202065bl0al 
BLASTX 



52785 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g6015065 
276 

1.0e-32 

82 
90 

ELONGATION FACTOR 2 (EF-2) 
(Z97178) elongation factor 



>gi_2369714_emb_CAB09900_ 
2 [Beta vulgaris] 



407984 

uC-osflM202065c02al 

BLASTX 

g3913426 

144 

7.0e-09 

55 

64 

S-ADENOSYLMETHIONINE DECARBOXYLASE PROENZYME (ADOMETDC) 
(SAMDC) >gi_1532048_emb_CAA69074__ (Y07766) 
S-adenosylmethionine decarboxylase [Oryza sativa] 



407985 

uC-osflM202065c05al 

BLASTX 

g3861189 

143 

8.0e-09 

46 

59 

(AJ235272) SOS RIBOSOMAL PROTEIN L14 
prowazekii] 



(rplN) [Rickettsia 



Seq. No. 
Seq. ID 



407986 

uC-osflM202065c06al 

BLASTX 

g5042155 

221 

6.0e-18 

61 
69 

(AL078620) putative protein [Arabidopsis thaliana] 
407987 

uC-osflM2020 65c09al 

BLASTX 

g4115925 

146 

4.0e-09 

39 

77 

(AF118222) contains similarity to RNA recognition motifs 
(Pfam: PF00076, Score=5 . 5e-23, N=2) [Arabidopsis thaliana] 
>gi_4539439_emb_CAB40027.1_ (AL049523) RNA-binding protein 
[Arabidopsis thaliana] >gi_4959384_gb_AAD34325 . 1_ 
(AF109721) RNA-binding protein [Arabidopsis thaliana] 

407988 

uC-osflM202065cllal 



52786 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 
g20280 
106 

6.0e-53 

130 

95 

Rice gene for phenylalanine ammonia-lyase 



407989 

uC-osflM202065d08al 

BLASTX 

gl708463 

355 

1.0e-33 

126 
56 

IAA- AMINO ACID HYDROLASE >gi_887785 
[Arabidopsis thaliana] 



(EC 4.3.1.5) 



(U23794) ILR1 



407990 

uC-osflM202065d09al 

BLASTN 

g4158220 

146 

1.0e-76 

158 

99 

Oryza sativa mRNA for reversibly glycosylated polypeptide 
407991 

uC-osflM202065d!2al 

BLASTX 

gl066163 

322 

9.0e-30 

69 

87 

(X93015) glyoxysomal beta-ketoacyl-thiolase [Brassica 
napus ] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



407992 

uC-osflM202065e09al 

BLASTX 

g542596 

284 

3.0e-25 

126 

54 

Tid(56) protein - fruit fly (Drosophila melanogaster) 
>gi_456627_emb_CAA54837__ (X77822) Tid(56) [Drosophila 
melanogaster] >gi_1487972_emb_CAA64528_ (X95241) 
lethal (2) tumorous imaginal discs [Drosophila melanogaster] 
>gi_4007007_emb_CAA66720_ (X98094) lethal (2) tumorous 
imaginal discs [Drosophila melanogaster] 

407993 

uC-osflM202065f07al 



52787 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



BLASTX 

g3885884 

479 

4.0e-48 

98 

95 

(AF093630) 



60S ribosomal protein L21 [Oryza sativa] 



407994 

uC-osflM202065g02al 

BLASTX 

g5802606 

282 

5.0e-25 

81 

65 

(AF174486) methylenetetrahydro folate reductase [Zea mays] 
407995 

uC-osflM202065g05al 

BLASTX 

g5911685 

157 

2.0e-10 

41 

63 

(Y11996) PRT1 protein [Nicotiana tabacum] 
407996 

uC-osflM202065gllal 

BLASTX 

g!31225 

313 

9.0e-29 

78 

77 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 

407997 

uC-osflM202065h01al 

BLASTX 

g3126854 

246 

8.0e-21 

51 
90 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 
407998 

uC-osflM202065h07al 

BLASTX 

gll73286 

180 

4.0e-13 



52788 



Match lengtff 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47 
72 

40S RIBOSOMAL PROTEIN S9 >gi_112274_pir S21497 ribosomal 

protein S9 - rat >gi_57143_emb_CAA47013_ (X66370) ribosomal 
protein S9 [Rattus norvegicus] 

407999 

uC-osflM202065h08al 

BLASTX 

gl209703 

270 

1.0e-23 

70 
69 

(U40489) maize gll homolog [Arabidopsis thaliana] 
408000 

uC-osflM202065hl0al 

BLASTX 

gl69661 

167 

1.0e-ll 

33 
94 

(M62756) 
crispum] 



S-adenosylhomocysteine hydrolase [Petroselinum 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408001 

uC-osflM202066a01bl 

BLASTX 

g6069670 

379 

2.0e-37 

115 

70 

(AP000616) ESTs C73538 (E4487) , AU078663 (E4437 ) correspond to 
a region of the predicted gene.; similar to DWARF 3 (U32579) 
[Oryza sativa] 

408002 

uC-osflM202066a02bl 

BLASTX 

g5360595 

222 

5.0e-18 

65 
58 

(AB022330) nClpPS [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



408003 

uC-osflM202066a05bl 

BLASTX 

g629829 

180 

3.0e-13 

96 

50 
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NCBI Description protochlorophyllide reductase (EC 1.3.1.33) - wheat 

>gi_510677_emb_CAA54042_ (X7.6532) protochlorophyilide 
reductase [Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408004 

uC-osflM202066a07bl 

BLASTX 

g4894182 

474 

2.0e-75 

172 

79 

(AJ242551) 12-oxophytodienoate reductase [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408005 

uC-osflM202066a08bl 

BLASTX 

g2739374 

291 

5.0e-26 

162 

46 

(AC002505) hypothetical protein [Arabidopsis thaliana] 
408006 

uC-osflM202066a09bl 

BLASTX 

g3746059 

442 

1.0e-43 

132 

67 

(AC005311) putative cysteinyl-tRNA synthetase [Arabidopsis 
thaliana] >gi_4432812_gb_AAD20662_ (AC006593) putative 
cysteinyl-tRNA synthetase [Arabidopsis thaliana] 

408007 

uC-osflM202066al2bl 

BLASTX 

g5031281 

286 

1.0e-25 

98 

58 

(AF139499) unknown [Prunus armeniaca] 
408008 

uC-osflM202066b04bl 

BLASTX 

g4894182 

292 

1.0e-43 

104 

85 

(AJ242551) 12-oxophytodienoate reductase [Lycopersicon 
esculentum] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408009 

uC-osflM202066b07bl 

BLASTX 

g3790441 

603 

1.0e-62 

163 
80 

(AF030515) chaperonin 60 alpha subunit [Canavalia lineata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408010 

uC-osflM202066b08bl 

BLASTX 

g6006312 

427 

5.0e-42 

93 

87 

(AB018444) nonphototrophic hypocotyl la [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408011 

uC-osflM202066b09bl 

BLASTX 

g2388571 

229 

5.0e-19 

75 

60 

(AC000098) Strong similarity to Arabidopsis peroxidase 
ATPEROX7A (gb_X98321) . [Arabidopsis thaliana] >gi_2738254 
(U97684) peroxidase precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408012 

uC-osflM202066bllbl 

BLASTX 

g3395429 

302 

2.0e-27 

148 

41 

(AC004683) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408013 

uC-osflM202066c01bl 

BLASTX 

g5080804 

325 

3.0e-30 

101 

57 

(AC007258) Hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



408014 

uC-osflM202066c02bl 

BLASTX 

gl703107 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



875 

2.0e-94 

170 
99 

ACTIN 1 >gi_629815__pir S47090 actin - sorghum 

>gi_499012_emb_CAA55923_ (X79378) actin [Sorghum bicolor] 

408015 

uC-osflM202066c03bl 

BLASTX 

g4680201 

307 

6.0e-28 

99 

68 

(AF114171) hypothetical protein [Sorghum bicolor] 
408016 

uC-osflM202066c05bl 

BLASTX 

g5080782 

271 

9.0e-24 

127 
42 

(AC00757 6) Hypothetical protein [Arabidopsis thaliana] 
408017 

uC-osflM202066c06bl 

BLASTX 

g5668772 

339 

1.0e-31 

155 
49 

(AC005916) Similar to gb_Z84571 anthranilate 
N-hydroxycinnamoyl/benzoyltransferase from Dianthus 
caryophyllus. [Arabidopsis thaliana] 

408018 

uC-osflM202066c07bl 

BLASTX 

g3176686 

706 

1.0e-74 

168 

74 

(AC003671) Similar to high affinity potassium transporter, 
HAK1 protein gb_U22945 from Schwann iomyces occidentalis . 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



408019 

uC-osflM202066c08bl 

BLASTX 

g2662343 

830 

3.0e-89 



52792 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159 
99 

(D63581) 



EF-1 alpha [Oryza sativa] 



408020 

uC-osflM202066cl0bl 

BLASTX 

g4006978 

190 

3.0e-14 

90 
42 

(AJ131335) pollen allergen 
408021 

uC-osflM202066cllbl 

BLASTX 

gl769887 

469 

6.0e-47 

122, 
74 

(X95736) amino 



(group II) [Cynodon dactylon] 



acid permease 6 [Arabidopsis thaliana] 



Seq. 
Seq. 



No. 

ID 



408022 

uC-osflM202066cl2bl 



Method 


BLASTX 


NCBI GI 


g5103827 


BLAST score 


287 


E value 


1.0e-26 


Match length 


108 


% identity 


56 


NCBI Description 


(AC007591) ESTs gb_F20110 and gb_F20109 < 




gene. [Arabidopsis thaliana] 


Seq. No. 


408023 


Seq. ID 


uC-osflM202066d01bl 


Method 


BLASTX 


NCBI GI 


g6065749 


BLAST score 


456 


E value 


2.0e-45 


Match length 


133 


% identity 


60 


NCBI Description 


(AJ250341) beta-amylase enzyme [Arabidop, 


Seq. No. 


408024 


Seq. ID 


uC-osflM202066d02bl 


Method 


BLASTX 


NCBI GI 


g4587584 


BLAST score 


661 


E value 


2.0e-69 


Match length 


174 


% identity 


75 


NCBI Description 


(AC007232) unknown protein [Arabidopsis 


Seq. No. 


408025 


Seq. ID 


uC-osflM202066d03bl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

S.eq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2293480 

446 

2.0e-44 

87 
100 

(AF011331) 



glycine-rich protein [Oryza sativa] 



408026 

uC-osflM202066d04bl 

BLASTX 

g4115377 

719 

3.0e-76 

167 

80 

(AC005967) unknown protein [Arabidopsis thaliana] 
408027 

uC-osflM202066d05bl 

BLASTX 

g4585882 

539 

4.0e-55 
148 

71 " 

(AC005850) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

408028 

uC-osflM202066d06bl 

BLASTX 

g5596468 

452 

6.0e-45 

155 

57 

(AL096882) putative protein [Arabidopsis thaliana] 
408029 

uC-osflM202066dllbl 

BLASTX 

gl353352 

507 

2.0e-51 

145 

70 

(U31975) alanine aminotransferase [Chlamydomonas 
reinhardtii] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



408030 

uC-osflM202066d!2bl 

BLASTX 

gll5511 

625 

3.0e-65 
126 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No* 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



63 

CALMODULIN >gi_231682_sp__P2 9612_CALM__ORYSA CALMODULIN 
>gi_71682_pir MCBH calmodulin - barley 

>gi_100666_pir S24952 calmodulin 1 (clone lambda DASH) - 

rice >gi_20188_emb_CAA78287_ (Z12827) calmodulin [Oryza 
sativa] >gi_167008 (M27303) calmodulin [Hordeum vulgare] 
>gi_170072 (L01431) calmodulin [Glycine max] >gi_310315 
(L18913) calmodulin [Oryza sativa] >gi_506850 (L20691) 
calmodulin [Vigna radiata] >gi_1478370_bbs_176852 (S81594) 
auxin-regulated calmodulin, arCaM [Vigna radiata^mung bean, 
Wilczek, seedling, Peptide, 149 aa] [Vigna radiata] 
>gi_1742989__emb_CAA70982__ (Y09853) CaM protein [Cicer 
arietinum] >gi_1754991 (U48242) calmodulin TaCaMl-1 
[Triticum aestivum] >gi_1754993 (U48688) calmodulin 
TaCaMl-2 [Triticum aestivum] >gi_1754995 (U48689) 
calmodulin TaCaMl-3 [Triticum aestivum] >gi_1755003 
(U48693) calmodulin TaCaM3-l [Triticum aestivum] 
>gi_1755005 (U49103) calmodulin TaCaM3-2 [Triticum 
aestivum] >gi_1755007 (U4 9104) calmodulin TaCaM3-3 
[Triticum aestivum] >gi_1755009 (U49105) calmodulin 
TaCaM4-l [Triticum aestivum] >gi__3617842 (AF042840) 

calmodulin [Oryza sativa] >gi_2267 69_prf 1604476A 

calmodulin [Hordeum vulgare var. distichum] 
>gi_1583768_prf 2121384B calmodulin [Glycine max] 

408031 

uC-osflM202066e01bl 

BLASTX 

g4455192 

311 

2.0e-28 

133 

50 

(AL035440) putative protein [Arabidopsis thaliana] 
408032 

uC-osflM202066e05bl 

BLASTX 

g3320104 

403 

3.0e-39 

148 

53 

(AJ007366) calcium-dependent protein kinase [Zea mays] 
408033 

uC-osflM202066e06bl 

BLASTX 

g5917666 

354 

2.0e-33 

110 

62 

(AF159297) extensin-like protein [Zea mays] 



Seq. No. 
Seq. ID 



408034 

uC-osflM202066e09bl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4467157 

265 

5.0e-23 

118 

47 

(AL035540) 



disease resistance response like protein 



[Arabidopsis thaliana] 
408035 

uC-osflM202066f02bl 

BLASTX 

g4321401 

323 

7.0e-30 

85 

35 

(AF047353) LIM domain protein PLIM-2 



[Helianthus annuus] 



408036 

uC-osflM202066f03bl 

BLASTN 

g4091079 

78 

7.0e-36 

114 

90 

Oryza sativa nucleic acid binding protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

.% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



408037 

uC-osflM202066f04bl 

BLASTX 

g2129575 

184 

5.0e-26 

122 

55 

DNA repair protein homolog XPBara 



Arabidopsis thaliana 



408038 

uC-osflM202066f05bl 

BLASTX 

g4455192 

343 

4.0e-32 

158 

47 

(AL035440) putative protein [Arabidopsis thaliana] 
408039 

uC-osflM202066f06bl 

BLASTX 

g3175990 

379 

2.0e-36 
113 
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% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



65 

(AJ005836) GDP dissociation inhibitor [Cicer arietinum] 
408040 

uC-osflM202066f07bl 

BLASTX 

g462195 

347 

1.0e-32 

80 
84 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG (GOS2 PROTEIN) 

>gi_100682_pir S21636 GOS2 protein - rice 

>gi_20238_emb_CAA36190_ (X51910) GOS2 [Oryza sativa] 
>gi_3789950 (AF094774) translation initiation factor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



408041 

uC-osflM202066f08bl 

BLASTX 

gll70937 

682 

7.0e-72 

140 

93 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 
>gi_450549_emb_CAA81481_ (226867) S-adenosyl methionine 
synthetase [Oryza sativa] 

408042 

uC-osflM202066f09bl 

BLASTX 

gl362162 

390 

1.0e-37 

134 

57 

beta-glucosidase BGQ60 precursor - barley >gi_804656 
(L41869) beta-glucosidase [Hordeum vulgare] 

408043 

uC-osflM202066fl0bl 

BLASTX 

g2459424 

312 

2.0e-28 

137 

44 

(AC002332) unknown protein [Arabidopsis thaliana] 
408044 

uC-osflM202066fl2bl 

BLASTN 

g6063530 

63 

1.0e-26 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



285 
82 

Oryza sativa genomic DNA, chromosome 3, clone : P0043E01 
408045 

uC-osflM202066g02bl 

BLASTX 

g2662310 

647 

7.0e-68 

138 

90 

(AB009307) bpwl [Hordeum vulgare] 
408046 

uC-osflM202066g03bl 

BLASTX 

g4557060 

473 

2.0e-47 

150 

65 

(AC007154) putative chromosome-associated polypeptide, 5' 
partial [Arabidopsis thaliana] 

408047 - 

uC-osflM202066g04bl 

BLASTX 

g4538948 

385 

5.0e-37 

144 

50 

(AL049483) putative protein [Arabidopsis thaliana] 



408048 

uC-osflM202066g05bl 

BLASTX ^ 

gl699370 

583 

3.0e-60 

178 

58 

(S82620) prolidase=peptidase D/imidopeptidase 
[mice, liver, Peptide, 493 aa] [Mus sp.] 



{EC 3.4.13.9} 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408049 

uC-osflM202066gl0bl 

BLASTX 

gl29916 

524 

2.0e-53" 

132 

79 

PHOSPHOGLYCERATE KINASE, CYTOSOLIC >gi_66911_pir TVWTGY 

phosphoglycerate kinase (EC 2.7.2.3), cytosolic - wheat 
>gi_21835_emb_CAA33302_ (X15232) phosphoglycerate kinase 
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(AA 1 - 401) [Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408050 

uC-osflM202066gllbl 

BLASTX 

gl777312 

449 

2.0e-44 

125 

71 

(D30622) novel serine/threonine protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408051 

uC-osflM202066g!2bl 

BLASTX 

g4220479 

379 

4.0e-36 

174 

55 

(AC006069) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408052 

uC-osflM202066h03bl 

BLASTX 

g3355468 

402 

4.0e-39 

99 

85 

(AC004218) putative ribosomal protein L35 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408053 

uC-osflM202066h06bl 

BLASTX 

g3660471 

499 

2.0e-50 

122 
78 

(AJ001809) succinate dehydrogenase flavoprotein alpha 
subunit [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408054 

uC-osflM202066h07bl 

BLASTX 

g3126854 

182 

1.0e-13 

47 

72 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 



Seq. No. 
Seq. ID 



408055 

uC-osflM202066h09bl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl!70937 

663 

1.0e-69 

162 
83 

S -ADENOS YLMETH I ONINE SYNTHETASE 1 (METHIONINE 
ADENOS YLT RAN SFE RASE 1) (ADOMET SYNTHETASE 1) 
>gi_45054 9_emb_CAA81481_ (Z26867) S-adenosyl methionine 
synthetase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408056 

uC-osflM202066hl0bl 

BLASTX 

g4680649 

160 

9.0e-ll 

67 
46 

(AF132939) CGI-04 protein [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408057 

uC-osflM202066hllbl 

BLASTX 

g2501189 

395 

1.0e-41 

135 
71 

THIAMINE BIOSYNTHETIC ENZYME 1-1 PRECURSOR 

>gi_2130146_pir S61419 thiamine biosynthetic enzyme thil-1 

- maize >gi_596078 (U17350) thiamine biosynthetic enzyme 
[Zea mays] 

408058 

uC-osflM202066hl2bl 

BLASTX 

gl706260 

550 

2.0e-56 

120 

88 

CYSTEINE PROTEINASE 1 PRECURSOR >gi_2118131_pir S59597 

cysteine proteinase 1 precursor - maize 

>gi_643597_dbj_BAA08244_ (D45402) cysteine proteinase [Zea 
mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408059 

uC-osflM202068a02bl 

BLASTX 

g4185515 

331 

9.0e-31 

86 
74 

(AF102824) actin depolymerizing factor 6 [Arabidopsis 
thaliana] >gi 6007773 gb_AAF01035 . 1_AF18357 6_1 (AF183576) 



52800 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



actin depolymerizing factor 6 [Arabidopsis thaliana] 



408060 

uC-osflM202068a05bl 

BLASTX 

g2407279 

311 

1.0e-28 

96 

71 

(AF017362) aldolase 



[Oryza sativa] 



408061 

uC-osflM202068a07bl 

BLASTX 

g3646373 

716 

7.0e-76 

135 

99 

(AJ011078) RGP1 protein [Oryza sativa] 
408062 

uC-osflM202068a08bl 

BLASTX 

g2760832 

158 

7.0e-ll 

35 
86 

(AC003105) similar to barley ids-4 gene product 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408063 

uC-osflM202068a09bl 

BLASTX 

gl076715 

295 

2.0e-26 

69 

72 

abscisia acid-induced protein HVA22 
(L19119) A22 [Hordeum vulgare] 



barley >gi__404589 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



408064 

uC-osflM202068al0bl 

BLASTX 

g3659909 

374 

9.0e-36 

125 
61 

(AF020715) histidyl-tRNA synthetase 
408065 

uC-osflM202068b02bl 
BLASTX 



[Arabidopsis thaliana] 



52801 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3738302 
372 

2.0e-35 

168 

45 

(AC005309) tubby-like protein [Arabidopsis thaliana] 
>gi_4249398 (AC006072) putative tubby protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408066 

uC-osflM202068b05bl 

BLASTX 

g3763916 

339 

1.0e-31 

124 

52 

(AC004450) unknown protein [Arabidopsis thaliana] 
>gi_4531439jgb_AAD22124.1_AC006224_6 (AC006224) unknown 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score * 

E value 

Match length 

% identity 

NCBI Description 



408067 

uC-osflM202068b08bl 

BLASTX 

g5016095 

674 

6.0e-71 

175 

77 

(AF003551 ) lysine-ketoglutarate reductase/ saccharopine 
dehydrogenase bifunctional enzyme [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408068 

uC-osflM202068c01bl 

BLASTX 

g6016696 

213 

7.0e-17 

112 

42 

(AC009991) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408069 

uC-osflM202068c02bl 

BLASTX 

gl449179 

292 

4.0e-26 

118 

53 

(D86506) N-ethylmaleimide sensitive fusion protein 
[Nicotiana tabacum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



408070 

uC-osflM202068c04bl 

BLASTX 

g4758356 



52802 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



447 

2.0e-44 

139 

64 

flap structure-specific endonuclease 1; MATURATION FACTOR 1 
(MF1); DNase IV; RAD2JBUMAN >gi_729475_sp_P39748_FENl_HUMAN 
FLAP ENDONUCLEASE- 1 (MATURATION FACTOR 1) (MF1) 

>gi_1362788_pir A56531 DNA structure-specific endonuclease 

FEN1 - human >gi_704377_bbs_157592 DNase IV=nuclear 42 kda 
51 -> 3« exonuclease [human, HeLa cells, Peptide, 380 aa] 
>gi_642090 (L37374) endonuclease [Homo sapiens] >gi_3169155 
(AC004770) FEN1_HUMAN; MATURATION FACTOR 1 (MF1) ; DNase IV; 
RAD2_HUMAN [Homo sapiens] >gi_3980293_emb_CAA54166_ 
(X76771) flap endonuclease-1 [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408071 

uC-osflM202068c05bl 

BLASTX 

g417482 

406 

2.0e-39 

105 

71 

PROTEIN FARNESYLTRANSFERASE BETA SUBUNIT (CAAX 
FARNESYLTRANSFERASE BETA SUBUNIT) (RAS PROTEINS 

PRENYLTRANS FERASE ) ( FTASE-BETA ) >gi_5 4196 6_pir JQ2 254 

farnesyl-diphosphate farnesyltransf erase (EC 2.5.1.21) beta 
chain - garden pea >gi_169049 (L08 664) farnesyl -protein 
transferase beta-subunit [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408072 

uC-osflM202068c06bl 

BLASTX 

g4091117 

569 

1.0e-58 

125 

82 

(AF047428) nucleic acid binding protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408073 

uC-osflM202068c08bl 

BLASTX 

g417745 

706 

7.0e-75 

149 

88 

ADENOSYLHOMOCYSTEINASE { S-ADENOSYL-L-HOMOCYSTEINE 
HYDROLASE) (ADOHCYASE) >gi_170773 (L11872) 
S-adenosyl-L-homocysteine hydrolase [Triticum aestivum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



408074 

uC-osflM202068c09bl 

BLASTX 

g431154 

408 



52803 





F ■ 1 hp 

Hi V Ct J- U.C 


1.0e-39 




iiCL _LC-liy L.J.1 


127 






61 




NCBI Description 


(D21813) ORF [Lilium longiflorum] 






408075 




Seq. ID 


uC-osflM202068cllbl 




Ma -1— Vl OiiH 

L v lc L-IlvJU. 


RT.ASTX 




NCBI GI 


g5824341 




BLAST score 


342 




Th 1 ual no 
XL) V CL J- LiC 


6 0e-32 






85 




-6 xu.eiiujLuy 


7^ 






(AJ238846) SGP1 monomeric G-protein [Arabidopsis thaliana] 






408076 




Sea ID 


uC-osflM202068c!2bl 




l it; L-llvJvJ. 


BLASTX 




NCBI GI 


g4510383 




BLAST score 


419 


*s 


P TTa 1 hp 

Lj V CL J. U.C 


4 . Oe-41 






155 






S7 




i\L^01 UCiDv 1 — L^/ I 


(AC007017) unknown protein [Arabidopsis thaliana] 




oeq ♦ iNu • 


408077 




9^rf TO 


uC-osf lM202068d01bl 




Method 


OJ-iriO 1 IN 


y ? 








JbitAo i score 


ft £ 


5 , 


E value 


2.0e-40 


e 


Match length 


285 




■5 ia.eni.ity 


8Q 




"NT/"' O T o V s "1 r^i'f - ~i /"\T4 

LnUDX UcbOlXpi — LUil 


Or*v7A qativfl nntative ADP-alucose ovrophosphorvlase subunit 






anH rm-t-^i- "i ve± N AD PH— dependent reductase Al Genes, 


p:. 
f"'! 




\^LyilLkJ_LC L,C 


war 


DeCJ. LNU. 


408078 




Seq. ID 


uC-osflM202068d08bl 




L. v le LJ.IU'U. 






IN^DX Ui. 


a733458 




BLAST score 


726 




E value 


6.0e-77 




Ma "h on 1 on rr"h n 


153 






89 




"Kir^'RT Pio cr r* "i tv+" t on 


(U23190} chloronhvll a/b-bindina apoprotein CP24 precursor 






TZea inavsl 






408079 




Seq. ID 


uC-osflM202068d09bl 




Method 


BLASTX 




NCBI GI 


g5042461 




BLAST score 


538 




E value 


6.0e-55 




Match length 


128 



% identity 82 

NCBI Description (AC007789) putative oxalate oxidase (germin protein) [Oryza 



52804 



sativa] 



Seq. No. 408080 

Seq . id uC-osflM202068dllbl 

Method BLASTX 

NCBI GI gl747296 

BLAST score 721 

E value 2.0e-7 6 

Match length 148 

% identity 98 

NCBI Description (D45384) vacuolar ^-pyrophosphatase [Oryza sativa J 

>gi_329847 6__dbj_BAA31524_ (AB012766) ovp2 [Oryza sativa] 

408081 

uC-osflM202068e01bl 
BLASTX 
gl076725 
405 

2.0e-47 
147 
74 

NADPH dehydrogenase (EC 1.6.99,1) - barley 
>gi_68347 6_emb_CAA59228_ (X84738) NADPH dehydrogenase 
[Hordeum vulgare] 

Seq. No. 408082 

Seq. ID uC-osflM202068e03bl 

Method BLASTX 

NCBI GI g5817001 

BLAST score 208 

E value 3.0e-16 

Match length 66 

% identity 64 , 
NCBI Description (AL110123) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 408083 

Seq. ID uC-osflM202068e04bl 

Method BLASTX 

NCBI GI gl215812 

BLAST score 742 

E value 7.0e-7 9 

Match length 14 8 

% identity 99 

NCBI Description (D38170) probenazole-inducible protein PBZ1 [Oryza sativaj 
>gi_2780343_dbj_BAA24277_ (D82066) PBZl [Oryza sativa] 

Seq. No. 408084 

Seq. ID uC-osflM202068e05bl 

Method BLASTX 

NCBI GI g2827715 

BLAST score 593 

E value 5.0e-64 

Match length 175 

% identity 73 

NCBI Description (AL021684) receptor protein kinase - like protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52805 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408085 

uC-osflM202068e07bl , - 

BLASTX 

g2129622 

435 

1.0e-51 

131 
73 

immunophilin FKBP15-1 - Arabidopsis thaliana >gi_1272406 
(U52046) immunophilin [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408086 

uC-osflM202068e08bl 

BLASTX 

g6094303 

580 

7.0e-60 

181 

62 

SELENOCYSTEINE METHYL TRANSFERASE ( SECYS-METHYLTRANSFERASE) 
(SECYS-MT) >gi_4006848_emb_CAA10368__ (AJ131433) 
selenocysteine methyl trans f erase [Astragalus bisulcatus] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408087 

uC-osflM202068el0bl 

BLASTX 

g4455155 

290 

6.0e-26 
78 
72 

{AL022023) 
thaliana] 



EF-1 alpha-like protein (fragment) [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408088 

uC-osflM202068ellbl 

BLASTX 

g3080427 

170 

8.0e-12 

55 
62 

(AL022604) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408089 

uC-osflM202068el2bl 

BLASTX 

g4883621 

294 

2.0e-26 

111 

50 

(AC006922) putative receptor protein kinase; 3'partial 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



408090 

uC-osflM202068f02bl 



52806 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLASTX 

g2129825 

591 

4.0e-61 

141 
84 

dynamin-like protein phragmoplastin 12 
>gi_1217994 (U25547) SDL [Glycine max] 



soybean 



408091 

uC-osflM202068f03bl 

BLASTX 

g3309269 

572 

6.0e-59 

135 

81 

(AF074940) ferric leghemoglobin reductase-2 precursor 
[Glycine max] 

408092 

uC-osflM202068f04bl 

BLASTX 

g6093512 

242 

3.0e-20 

91 

49 

NONSPECIFIC LIPID-TRANSFER PROTEIN PRECURSOR (LTP) (NSLTP) 
(SDI-9) >gi_1050918_emb_CAA63340_ (X92648) lipid transfer 
protein [Helianthus annuus] 

408093 

uC-osflM202068f05bl 

BLASTX 

gl408222 

564 

5.0e-58 

150 
76 

(U607 64) pathogenesis-related protein [Sorghum bicolor] 
408094 

uC-osflM202068f06bl 

BLASTX 

gl399277 

183 

2.0e-13 

119 
37 

(U31836) calmodulin-domain protein kinase CDPK isoform 7 
[Arabidopsis thaliana] 

408095 

uC-osflM202068f07bl 

BLASTX 

gll70937 



52807 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

-BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



711 

3.0e-75 

135 

99 

S - ADENO S YLME T H I ON I NE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANS FERASE 1) (ADOMET SYNTHETASE 1) 
>gi_450549_emb_CAA81481_ (Z26867) S-adenosyl methionine 
synthetase [Oryza sativa] 

408096 

uC-osflM202068f08bl 

BLASTX 

gll36120 

775 

1.0e-82 

146 

99 

(X91806) alpha-tubulin [Oryza sativa] 
408097 

uC-osflM202068f09bl 

BLASTX 

gl911582 

168 

1.0e-ll 

66 
47 

(S83343) Cyn d l=major allergen [Cynodon dactylon=Bermuda 
grass, pollen, Peptide Partial, 246 aa] [Cynodon dactylon] 

408098 

uC-osflM202068fl2bl 

BLAST N 

g5410347 

98 

2.0e-47 

398 
87 

Sorghum bicolor BAC clone 110K5, partial sequence 
408099 

uC-osflM2020 68g01bl 

BLASTX 

g4558556 

180 

4.0e-13 

81 
51 

(AC007138) predicted protein of unknown function 
[Arabidopsis thaliana] 

408100 

uC-osflM202068g03bl 

BLASTX 

g6056373 

551 

2.0e-56 



52808 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



122 
91 

(AC009894) elongation factor EF-2 [Arabidopsis thaliana] 
408101 

uC-osflM202068g06bl 

BLASTX 

g5881779 

163 

4.0e-ll 

55 
56 

(AL117386) putative protein [Arabidopsis thaliana] 
408102 

uC-osflM202068g07bl 

BLASTX 

g3850816 

609 

2.0e-63 

113 

100 

(Y18348) U2 snRNP auxiliary factor, small subunit [Oryza 
satival 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408103 

uC-osflM202068g08bl 

BLASTX 

g510907 

548 

4.0e-56 

123 

76 

(Z35108) calnexin [Helianthus tuberosus] 
408104 

uC-osflM202068g09bl 

BLASTN 

g6063530 

171 

3.0e-91 

347 
88 

Oryza sativa genomic DNA, chromosome 3, clone : P0043E01 
408105 

uC-osflM202068gl0bl 

BLASTX 

g3688175 

175 

1.0e-12 

62 
50 

(AL031804) gamma-VPE (vacuolar processing enzyme) 
[Arabidopsis thaliana] 



Seq. No. 



408106 



52809 



Seq. ID uC-osflM202068gllbl 

Method BLASTX 

NCBI GI g!321627 

BLAST score 215 

E value 5.0e-17 

Match length 44 

% identity 8 4 

NCBI Description (D83656) thylakoid-bound ascorbate peroxidase [Cucurbita 
sp. ] 

Seq. No. 408107 

Seq. ID uC-osflM202068h03bl 

Method BLASTX 

NCBI GI g733456 

BLAST score 47 8 

E value 5.0e-48 

Match length 120 

% identity 78 

NCBI Description (U23189) chlorophyll a/b-binding apoprotein CP26 precursor 

[Zea mays] 

Seq. No. 408108 

Seq. ID uC-osflM202068h05bl 

Method BLASTX 

NCBI GI g3452263 

BLAST score 4 98 

E value 3.0e-50 

Match length 163 

% identity 60 

NCBI Description (AF035936) phosphatidylinositol 4-kinase; PI4K [Arabidopsrs 
thaliana] 

Seq. No. 408109 

Seq. ID uC-osflM202068h06bl 

Method BLASTX 

NCBI GI g416731 

BLAST score 297 

E value 9.0e-27 

Match length 131 

% identity 45 

NCBI Description POLLEN SPECIFIC PROTEIN C13 PRECURSOR >gi_82655_pir JQ1107 

18. 3K protein precursor, pollen - maize 

>gi_255569Jobs__113677 (S44171) pollen specific protein [Zea 
mays=corn, Peptide, 170 aa] [Zea mays] 
>gi_1588669_prf 2209273A Zml3 [Zea mays] 

Seq. No. 408110 

Seq. ID uC-osflM202068h07bl 

Method BLASTX 

NCBI GI g3915826 

BLAST score 671 

E value 1.0e-70 

Match length 148 

% identity 89 

NCBI Description 60S RIBOSOMAL PROTEIN L5 

Seq. No. 408111 



52810 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-osflM202068h09bl 

BLASTX 

g4581148 

172 

5.0e-12 

163 

34 

(AC006919) hypothetical protein [Arabidopsis thaliana] 
408112 

uC-osflM202068hl0bl 

BLASTX 

g5668813 

224 

3.0e-26 

120 
49 

(AC007519) Similar to gb_X77136 HSR203J protein from 
Nicotiana tabacum and is a member of the PF_00135 
Carboxylesterase family. ESTs gb_Z25688 and gb_F14025 come 
from this gene. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408113 

uC-osflM202068hllbl 

BLASTX 

g2244855 

148 

3.0e-09 

95 

42 

(Z97337) hypothetical protein [Arabidopsis thaliana] 
408114 

uC-osflM202068h!2bl 

BLASTX 

gl084455 

374 

1.0e-61 

119 

99 

peptidylprolyl isomerase (EC 5.2.1.8) Cyp2 - rice 
>gi_600767 (L29469) cyclophilin 2 [Oryza sativa] 

408115 

uC-osflM202069a03al 

BLASTN 

g218154 

80 

6.0e-37 

146 

100 

Oryza sativa gene for cytoplasmic aldolase, complete cds, 
clone : Al dp 



Seq. No. 
Seq. ID 
Method 



408116 

uC-osflM202069a04al 
BLASTN 



52811 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g600766 
306 

1.0e-171 

370 

96 

Oryza sativa cyclophilin 2 (Cyp2) gene, complete cds 
408117 

uC-osflM202069b04al 

BLASTX 

g3023271 

209 

1.0e-16 

50 
82 

GLUTATHIONE-DEPENDENT FORMALDEHYDE DEHYDROGENASE (FDH) 
(FALDH) (GSH-FDH) >gi_1675394 (U77637) class III ADH enzyme 
[Oryza sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408118 

uC-osflM202069b06al 

BLASTX 

g3935181 

292 

3.0e-26 

61 
89 

(AC004557) F17L21.24 



[Arabidopsis thaliana] 



408119 

uC-osflM202069bl0al 

BLASTX 

g4768911 

147 

2.0e-09 

30 
93 

(AF131201) plasma membrane MIP protein [Zea mays] 
408120 

uC-osflM202069bl2al 

BLASTX 

g3023271 

268 

2.0e-23 

65 
83 

GLUTATHIONE-DEPENDENT FORMALDEHYDE DEHYDROGENASE 
(FALDH) (GSH-FDH) >gi_1675394 (U77637) class III 
[Oryza sativa] 



(FDH) 

ADH enzyme 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



408121 

uC-osflM202069c06al 

BLASTX 

g6094211 

345 

2.0e-32 



52812 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



74 
91 

PROBABLE SMALL NUCLEAR RIBONUCLEOPROTEIN G (SNRNP-G) (SM 
PROTEIN G) >gi_3738322 (AC005170) putative small nuclear 
ribonucleoprotein [Arabidopsis thaliana] 

408122 

uC-osflM202069c07al 

BLASTX 

g729135 

261 

1.0e-22 

52 
92 

CAFFEIC ACID 3-O-METHYLTRANSFERASE 
( S-ADENOS YSL-L-METHIONINE : CAFFEIC ACID 

3-O-METHYLTRANSFERASE) (COMT) >gi_283034_pir S28 612 

catechol O-methyltransf erase (EC 2.1.1.6) - maize 
>gi_168532 (M73235) O-methyltransf erase [Zea mays] 

408123 

uC-osflM202069cllal 

BLASTN 

g5922603 

172 

6.0e-92 

298 

98 

Oryza sativa genomic DNA, chromosome 1, clone : P0705D01 
408124 

uC-osflM202069cl2al 

BLASTX 

g3023271 

402 

3.0e-39 

75 
100 

GLUTATHIONE-DEPENDENT FORMALDEHYDE DEHYDROGENASE (FDH) 
(FALDH) (GSH-FDH) >gi_1675394 (U77637) class III ADH enzyme 
[Oryza sativa] 

408125 

uC-osflM202069d01al 

BLASTX 

g4263722 

155 

3.0e-10 

34 
88 

(AC006223) putative glucan synthase [Arabidopsis thaliana] 
408126 

uC-osflM202069e02al 

BLASTX 

gl651459 

172 



52813 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-12 

70 
51 

(D90732) Aminopeptidase n (EC 3.4.11.2) 
(alpha-aminoacylpeptide hydrolase) . [Escherichia coli] 

408127 

uC-osflM202069e05al 

BLASTN 

g3377792 

49 

1.0e-18 

101 

88 

Oryza sativa ribulose-1 , 5-bisphosphate 

carboxylase/oxygenase activase (rca) mRNA, complete cds 
408128 

uC-osflM202069e07al 

BLASTX 

g2696804 

294 

1.0e-26 

57 
95 

(AB009665) water channel protein [Oryza sativa] 
408129 

uC-osflM202069el0al 

BLASTX 

gl362162 

148 

2.0e-09 

42 
60 

beta-glucosidase BGQ60 precursor - barley >gi_804 656 
(L41869) beta-glucosidase [Hordeum vulgare] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408130 

uC-osflM202069ellal 

BLASTX 

gl32166 

160 

8.0e-ll 

31 
87 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE, 
CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) 

>gi_81660__pir S04048 ribulose-bisphosphate carboxylase 

activase precursor - Arabidopsis thaliana 
>gi_16471_emb_CAA32429_ (X14212) rubisco activase (AA 1 
473) [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



408131 

uC-osflM202069f05al 

BLASTN 

g3075487 



52814 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228 

1.0e-125 

272 
97 

Oryza sativa chlorophyll a/b-binding protein (RCABP69) 
mRNA f complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408132 

uC-osflM202069f lOal 

BLASTX 

g3126967 

197 

3-0e-15 

40 
16 

(AF061807) polyubiquitin [Elaeagnus umbellata] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



408133 

uC-osflM202069g03al 

BLASTX 

g3860272 

254 

8.0e-22 

56 

86 

(AC005824] 
thaliana] 



putative suppressor protein [Arabidopsis 
>gi__4 314399__gb_AAD15609_ (AC006232) putative skdl 



protein [Arabidopsis thaliana] 
408134 

uC-osflM202069g07al 

BLASTX 

g3915018 

477 

3.0e-68 

137 

94 

SUCROSE- PHOSPHATE SYNTHASE (UDP-GLUCOSE-FRUCTOSE-PHOSPHATE 

GLUCOS YLTRANS FERASE ) >gi_2 1177 2 4_pir JC47 8 3 

sucrose-phosphate synthase (EC 2.4.1.14) - rice >gi_988270 
(U33175) sucrose phosphate synthase [Oryza sativa] 

408135 

uC-osflM202069g08al 

BLASTX 

g3721942 

579 

6.0e-60 

136 
80 

(AB018248) chitinase [Oryza sativa] 
408136 

uC-osflM202 069g0 9al 

BLASTX 

g2130089 

189 



52815 



E value 
Match length 
% identity 
NCBI Description 



3.0e-14 

37 
89 

2-oxoglutarate/malate translocator (clone OMT103), 
mitochondrial membrane - proso millet 

>gi_11007 43_dbj_BAA08105_ (D45075) 2-oxoglutarate/malate 
translocator [Panicum miliaceum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408137 

uC-osflM202069gllal 

BLASTX 

g5733874 

187 

5.0e-14 

70 
44 

(AC007932) F11A17.8 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408138 

uC-osflM202070a04al 

BLASTN 

g20280 

130 

4.0e-67 

130 

100 

Rice gene for phenylalanine ammonia- lyase 



(EC 4.3.1.5) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408139 

uC-osflM202070al0al 

BLASTX 

g5106775 

246 

5.0e-21 

53 
87 

(AF067732) ribosomal protein S12 



[ Horde um vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408140 

uC-osflM202070b07al 

BLASTN 

g6002460 

40 

5.0e-13 

48 
96 

Oryza sativa poxA gene for peroxidase, 



complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408141 

uC-osflM202070c01al 

BLASTX 

g4519539 

215 

8.0e-18 

50 

78 

(AB016256) NAD-dependent sorbitol dehydrogenase 



[Malus 



52816 



domestica] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408142 

uC-osflM202070cl0al 

BLASTN 

g3126853 

81 

2.0e-37 

119 

100 

Oryza sativa chlorophyll a/b binding protein (RCABP89) 
mRNA, nuclear gene encoding chloroplast protein, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408143 

uC-osflM20207 0e01al 

BLASTN 

g218144 

115 

9.0e-58 

115 

100 

Rice mRNA for ATP/AD P translocator , complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408144 

uC-osflM202070e05al 

BLASTN 

g3075487 

107 

3.0e-53 

111 

99 

Oryza sativa chlorophyll a/b-binding protein (RCABP69) 
mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408145 

uC-osflM20207 0f01al 

BLASTX 

gl203832 

368 

6.0e-51 

124 

83 

(U46003) beta-D-glucan exohydrolase, isoenzyme ExoII 

[Hordeum vulgare] >gi_1588407_prf 2208395A beta-D-glucan 

exohydrolase [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408146 

uC-osflM202070f03al 

BLASTN 

g474011 

35 

8.0e-ll 

43 
95 

Rice mRNA, partial homologous to sucrose phosphate synthase 
gene 



52817 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408147 

uC-osflM202070f07al 

BLASTN 

g450548 

71 

5.0e-32 

87 

98 

O.sativa (pRSAM-1) gene 
synthetase 



for S-adenosyl methionine 





Seq. No. 


408148 




Seq. ID 


uC-osflM202070gl0al 




Metnoa 


dLAo 1 JN 




NCBI GI 


g3885887 




BLAST score 


115 




E value 


5.0e-58 


.■SSI".'. 


Match length 


150 




% identity 


96 




NCBI Description 


Oryza sativa high mobility group protein (HMG) 


ffl 




complete cds 




Seq. No* 


408149 




Seq. ID 


uC-osflM202071a04bl 




Method 


BLASTX 




NCBI GI 


g4098272 




BLAST score 


191 




E value 


5.0e-15 




Match length 


34 




% identity 


97 




NCBI Description 


(U76558) alpha-tubulin [Triticum aestivum] 




Seq. No. 


408150 




Seq. ID 


uC-osflM202071al0bl 




Method 


BLASTX 




NCBI GI 


g3914005 




BLAST score 


693 




E value 


3.0e-73 




Match length 


151 




% identity 


90 




NCBI Description 


MITOCHONDRIAL LON PROTEASE HOMOLOG 1 PRECURSOR 



(U85494) LON1 protease [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



408151 

uC-osflM202071b04bl 

BLASTN 

gll81330 

47 

4.0e-18 

67 
93 

Z.mays CNX mRNA 
408152 

uC-osflM202071b06bl 
BLASTX 



52818 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g6015010 
455 

2.0e-45 

132 
70 

DNA POLYMERASE ALPHA CATALYTIC SUBUNIT 

>gi_2826900_dbj_BAA24573__ (AB004461) DNA polymerase alpha 
catalytic subunit [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408153 

uC-osflM202071b08bl 

BLASTX 

g3023713 

195 

3.0e-15 
41 

93 

ENOLASE { 2-PHOSPHOGLYCERATE DEHYDRATASE) 
(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) (OSE1) >gi_780372 
(U09450) enolase [Oryza sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408154 

uC-osflM202071bl0bl 

BLASTN 

g287398 

132 

2.0e-68 

144 

98 

Oryza sativa mRNA for chilling tolerance related protein, 
complete cds, clone :pBC591 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408155 

uC-osflM202071bllbl 

BLASTX 

g3789952 

654 

1.0e-68 

142 
92 

(AF094775) chlorophyll a/b-binding protein presursor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408156 

uC-osflM202071c09bl 

BLASTX 

g417745 

491 

1.0e-49 

139 
73 

ADENOSYLHOMOCYSTEINASE { S-ADENOSYL-L-HOMOCYSTEINE 
HYDROLASE) (ADOHCYASE) >gi_170773 (L11872) 
S-adenosyl-L-homocysteine hydrolase [Triticum aestivum] 



Seq. No. 
Seq. ID 



408157 

uC-osflM202071d06bl 



52819 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLASTX 
g99898 
454 

1.0e-45 

92 
93 

DNA-directed RNA polymerase (EC 2, 
(isoform Bl) - soybean (fragment) 



7.7.6) largest chain 



408158 

uC-osflM202071dl0bl 

BLASTX 

g2570517 

240 

2.0e-37 

106 

79 

(AF022741) thioredoxin F isoform [Oryza sativa] 



408159 

uC-osflM202071e01bl 

BLASTX 

gl076282 

149 

5.0e-10 

36 
81 

aconitate hydratase (EC 4.2.1.3) - 
(fragment) >gi_599625_emb_CAA5804 6_ 
[Arabidopsis thaliana] 



Arabidopsis thaliana 
(X82839) aconitase 



408160 

uC-osflM202071e05bl 

BLASTX 

gl665817 

339 

1.0e-31 

149 

47 

(D87466) Similar to S.cerevisiae hypothetical protein L3111 
(S59316) [Homo sapiens] 

408161 

uC-osflM202071e07bl 

BLASTX 

g4680340 

181 

1.0e-13 

46 
74 

(AF128457) putative nucleolysin [Oryza sativa subsp. 
indica] 

408162 

uC-osflM202071el2bl 

BLASTX 

g4455171 



52820 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



166 

1.0e-ll 

78 
47 

(AL035521) hypothetical protein [Arabidopsis thaliana] 
408163 

uC-osflM202071f06bl 

BLAST X 

g5669871 

242 

2.0e-20 

137 

42 

(AF135014) dihydrolipoamide S-acetyltransf erase [Zea mays] 
408164 

uC-osflM202071f07bl 

BLASTX 

g4836879 

169 

9.0e-12 

75 
39 

(AC007260) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

408165 

uC-osflM202071fl2bl 

BLASTX 

g4006913 

594 

1.0e-61 

141 
81 

(Z99708) hypothetical protein [Arabidopsis thaliana] 
408166 

uC-osflM202071gl2bl 

BLASTX 

g3914365 

531 

2.0e-54 

106 

96 

PHOSPHOLIPASE D 2 PRECURSOR (PLD 2) (CHOLINE PHOSPHATASE 2) 
(PHOSPHATIDYLCHOLINE-HYDROLYZING PHOSPHOLIPASE D 2) 
>gi_1902901_dbj_BAA19466_ (AB001919) phospholipase D [Oryza 
sativa] 

408167 

uC-osflM202071h09bl 

BLASTX 

g4586058 

161 

2.0e-12 

128 



52821 



% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39 

(AC007020) unknown protein [Arabidopsis thaliana] 
408168 

uC-osflM202071hl2bl 

BLASTX 

g2924779 

481 

2.0e-48 

128 
71 

(AC002334) putative 3-ketoacyl-CoA thiolase [Arabidopsis 
thaliana] >gi_2981616_db j_BAA2 524 8_ (AB008854) 
3-ketoacyl-CoA thiolase [Arabidopsis thaliana] 
>gi_2981618__dbj_BAA25249_ (AB008855) 3-ketoacyl-CoA 
thiolase [Arabidopsis thaliana] 

408169 

uC-osflM202073a07al 

BLASTN 

g5042437 

46 

4.0e-17 

101 
87 

Oryza sativa BAC T4 9B20 genomic sequence, complete sequence 
408170 

uC-osflM202073a09al 

BLASTN 

g415314 

68 

3.0e-30 

116 

94 

Rice mRNA for NADP dependent malic enzyme, complete cds 
408171 

uC-osflM202073b04al 

BLASTN 

g218144 

149 

3.0e-78 

149 

100 

Rice mRNA for ATP/ADP translocator, complete cds 
408172 

uC-osflM202073c04al 

BLASTN 

g556559 

151 

3.0e-79 

197 

96 

Rice mRNA for homologue of Tat binding protein, complete 
cds 



52822 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408173 

uC-osflM202073c07al 

BLASTN 

g2662342 

105 

3.0e-52 

113 

99 

Oryza sativa mRNA for 



EF-1 alpha, complete cds 



408174 

uC-osflM202073d01al 

BLASTN 

g786177 

119 

2.0e-60 

127 
99 

Rice DNA for aldolase C-l, complete cds 
408175 

uC-os f 1M2 0 2 07 3d0 6al 

BLASTN 

g5803242 

146 

3.0e«76 

146 

100 

Oryza sativa genomic DNA, chromosome 6, clone : P0535G04 
408176 

uC-osflM202073d07al 

BLASTN 

g432606 

97 

4.0e-47 

156 

95 

ricl=ras-related GTP binding protein possessing GTPase 
activity [Oryza sativa=rice, Yamahoushi, callus, mRNA, 955 
nt] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



408177 

uC-osflM202073d08al 

BLASTX 

gl076288 

205 

3.0e-16 

72 
60 

amino acid permease AAP3 
408178 

uC-osflM202073f02al 

BLASTN 

g218171 



Arabidopsis thaliana 



52823 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134 

2.0e-69 

142 
99 

Oryza sativa mRNA for type I light-harvesting chlorophyll 
a/b binding protein of photosystem II (LHCPII), complete 
cds 



Seq. No. 


408179 


Seq. ID 


uC-osflM202073fl0al 


Method 


BLASTX 


NCBI GI 


g4262250 


BLAST score 


479 


E value 


3.0e-48 


Match length 


117 


% identity 


83 


NCBI Description 


(AC006200) putative 


Seq. No. 


408180 


Seq. ID 


uC-osflM202073g06al 


Method 


BLASTN 


NCBI GI 


g20239 


BLAST score 


72 


E value 


1.0e-32 


Match length 


84 


% identity 


96 


NCBI Description 


0. sativa (rice) sho 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



chloroplast transit peptide 
408181 

uC-osflM202073g09al 

BLASTN 

g2662340 

122 

2.0e-62 

130 

99 

Oryza sativa mRNA for EF-1 alpha, complete cds 
408182 

uC-osflM202073gllal 

BLASTN 

g218171 

154 

4.0e-81 

188 

97 

Oryza sativa mRNA for type I light-harvesting chlorophyll 
a/b binding protein of photosystem II (LHCPII), complete 
cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



408183 

uC-osflM202073h04al 

BLASTN 

g780371 

42 

1.0e-14 



52824 



Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46 
98 

Oryza sativa enolase mRNA, complete cds 
408184 

uC-osflM202073h06al 

BLASTN 

gll957 

84 

1.0e-39 

116 
91 

Rice complete chloroplast genome 
408185 

uC-osflM202074a01al 

BLASTN 

gll957 

97 

2.0e-47 

105 

99 

Rice complete chloroplast genome 
408186 

uC-osflM202074a02al 

BLASTN 

g4927321 

51 

3.0e-20 

75 
96 

Leersia virginica ribosomal protein 16 large subunit 
(rpll6) gene, intron, chloroplast sequence 

408187 

uC-osflM202074a03al 

BLASTN 

g4521194 

82 

4.0e-38 

98 
96 

Oryza sativa DNA, centromere sequence RCB11 
408188 

uC-osflM202074a07al 

BLASTN 

g4927321 

109 

3.0e-54 

109 

100 

Leersia virginica ribosomal protein 16 large subunit 
(rpll6) gene, intron, chloroplast sequence 



Seq. No. 



408189 



52825 



Seq. ID 

Method 

NCBJ GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-osflM202074allal 

BLASTX 

g5902359 

292 

2.0e-26 

63 

89 

(AC009322) Heat-shock protein [Arabidopsis thaliana] 
408190 

uC-osflM202074al2al 

BLASTN 

gl261857 

2 62 

1.0e-145 

286 
99 

Rice CatA gene for catalase, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408191 

uC-osflM202074b08al 

BLASTN 

gl261857 

134 

4.0e-69 

161 
98 

Rice CatA gene for catalase, complete cds 
408192 

uC-osflM202074c03al 

BLASTN 

g473995 

103 

5.0e-51 

103 
100 

Rice mRNA, partial homologous to ras-related GTP binding 
protein gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



408193 

uC-osflM202074cl2al 

BLASTX 

g5302810 

463 

2.0e-46 

120 

68 

(Z97342) putative beta-amylase [Arabidopsis thaliana] 
408194 

uC-osflM202074d01al 

BLASTN 

g20367 

117 

5.0e-59 
141 



52826 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



96 

Oryza sativa shoot GS1 mRNA for cytosolic glutamine 
synthetase (EC 6.3.1.2) (clone lambda-GS28) 

408195 

uC-osflM202074d02al 

BLASTN 

gll43863 

66 

8.0e-29 

98 
94 

Oryza sativa beta-glucosidase mRNA, nuclear gene encoding 
chloroplast protein, complete cds 

408196 

uC-osflM202074e01al 

BLASTX 

g6066418 

162 

4.0e-ll 

33 
94 

- (Y16773) ascorbate peroxidase [Lycopersicon esculentum] 
408197 

uC-osflM202074f01al 

BLASTN 

g416266 

122 

5.0e-62 

255 

90 

Rice mRNA for oxygen-evolving protein, partial sequence 
408198 

uC-osflM202074fllal 

BLASTN 

g2073379 

46 

1.0e-16 

133 
83 

Rice CP26 mRNA, partial sequence 
408199 

uC-osflM202074g02al 

BLASTN 

g2662340 

90 

3.0e-43 

106 

97 

Oryza sativa mRNA for EF-1 alpha, complete cds 
408200 

uC-osflM202074g09al 



52827 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

gl785855 

259 

1.0e-144 

373 
95 

Oryza sativa mRNA for 
cds 



w-3 fatty acid desaturase, partial 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



408201 

uC-osflM202074h01al 

BLASTN 

g3377792 

124 

2.0e-63 

163 

95 

Oryza sativa ribulose-1, 5-bisphosphate 

carboxylase/oxygenase activase (rca) mRNA, complete cds 
408202 

uC-osflM202075al0bl 

BLASTX 

g3738215 

168 

3.0e-12 

54 
56 

(AL031853) putative helicase [Schizosaccharomyces pombe] 
408203 

uC-osflM202075b03bl 

BLASTN 

g683475 

45 

3.0e-16 

99 
87 

H.vulgare mRNA for NADPH-protochlorophyllide oxidoreductase 
408204 

uC-osflM202075b09bl 

BLASTX 

g3335357 

158 

4-0e-ll 

46 
63 

(AC003028) putative diphenol oxidase [Arabidopsis thaliana] 
>gi_4895177_gb_AAD32764.1_AC007661_l (AC007661) putative 
diphenol oxidase [Arabidopsis thaliana] 

408205 

uC-osflM202075d01bl 

BLASTN 

g607894 

76 



52828 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



2.0e-34 

80 
99 

Oryza sativa IR54 anther specific (RTS2) gene, complete cds 
408206 

uC-osflM202075dl0bl 

BLASTX 

g3355623 

213 

1.0e-17 

51 

86 

(AJ000240) 
inhibitor 



partial sequence, homology to GDP dissociation 
Hordeum vulgare] 



408207 

uC-osflM202075e08bl 

BLASTX 

g730526 

328 

1.0e-30 

88 
72 

60S RIBOSOMAL PROTEIN L13 (BBC1 PROTEIN HOMO LOG) 

>gi_480787_pir S37271 ribosomal protein L13 - Arabidopsis 

thaliana >gi_4 04166_emb_CAA53005_ (X75162) BBC1 protein 
[Arabidopsis thaliana] 



408208 

uC-osflM202075f02bl 

BLASTN 

g4769011 

70 

2.0e-31 

74 

99 

Oryza sativa CER1 (CER1) 



mRNA, complete cds 



408209 

uC-osflM202075f06bl 

BLASTX 

gl362009 

514 

2..0e-52 

121 

54 



NCBI Description ubiquitin-like protein 7 - Arabidopsis thaliana 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



408210 

uC-osflM202075f09bl 

BLASTX 

g2224663 

308 

2.0e-28 

85 

64 



52829 



NCBI Description (AB002359) KIAA0361 [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408211 

uC-osflM202075fllbl 

BLASTX 

g6056412 

168 

1.0e-ll 

65 
51 

(AC009525) Unknown protein [Arabidopsis thaliana] 
408212 

uC-osflM202075g01bl 

BLASTX 

g5541725 

533 

1.0e-54 

135 
76 

(AL096856) putative protein [Arabidopsis thaliana] 
408213 

uC-osflM202075gllbl 

BLASTN 

g5777612 

141 

1.0e-73 

141 

100 

Oryza sativa chromosome 4 BAC q3037-207Fl complete genome 
408214 

uC-osflM202075h01bl 

BLASTX 

g3915131 

177 

8.0e-13 

76 
47 

THIOREDOXIN H-TYPE (TRX-H) (PHLOEM SAP 13 KD PROTEIN-1) 
>gi_42 64 42_dbj_BAA04 8 64_ (D21836) thioredoxin h [Oryza 
sativa] >gi_454 882_dbj_BAA0554 6_ (D26547) rice thioredoxin 
h [Oryza sativa] >gi_1930072 (U92541) thioredoxin h [Oryza 
sativa] 

408215 

uC-osflM202075h03bl 

BLASTX 

g3033381 

190 

7.0e-15 

50 
80 

(AC004238) putative UDP-galactose-4-epimerase [Arabidopsis 
thaliana] 



52830 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No 
Seq. ID 
Method 
NCBI GI 



408216 

uC-osflM202075h05bl 

BLASTN 

g3298475 

123 

1.0e-62 

175 
93 

Oryza sativa gene for ovp2, complete cds 



408217 

uC-osflM202075h06bl 

BLASTN 

g3298475 

323 

0.0e+00 

351 

98 

Oryza sativa gene for ovp2, 
408218 

uC-osflM202075h07bl 

BLASTX 

g3367568 

193 

9.0e-15 

54 
69 

(AL031135) protein kinase - 
thaliana] 



complete cds 



like protein [Arabidopsis 



408219 

uC-osflM202075h08bl 

BLASTX 

g5734709 

139 

6.0e-09 

60 

50 

(AC008075) Contains PF_00069 Eukaryotic protein kinase 
domain. [Arabidopsis thaliana] 

408220 

uC-osflM202075hl0bl 

BLASTX 

g2388585 

393 

4.0e-38 

133 

56 

(AC000098) Similar to Caenorhabditis unknown protein 
T03F1.1 (gb_U88169). [Arabidopsis thaliana] 

408221 

uC-osflM20207 6a01bl 

BLASTX 

g485517 



52831 



0 



BLAST score 


231 


E value 


1.0e-19 


Match length 


55 


% identity 


84 


NCBI Description 


ADP,ATP carrier protein - rice 


Seq. No. 


408222 


Seq. ID 


uC-osflM202076a02bl 


Method 


BLASTN 


NCBI GI 


g20280 


BLAST score 


51 


E value 


3.0e-20 


Match length 


87 


% identity 


90 


NCBI Description 


Rice gene for phenylalanine ammonia- lyase (EC 4.3.1 


Seq. No. 


408223 


Seq. ID 


uC-osflM202076a03bl 


Method 


BLASTN 


NCBI GI 


gl532047 


BLAST score 


65 


E value 


2.0e-28 


Match length 


77 


% identity 


96 


NCBI Description 


O.sativa mRNA for S-adenosylmethionine decarboxylas< 


Seq. No. 


408224 


Seq. ID 


uC-osflM202 07 6al2bl 


Method 


BLASTN 


NCBI GI 


g!661159 


BLAST score 


48 


E value 


1.0e-17 


Match length 


68 


% identity 


93 


NCBI Description 


Oryza sativa chlorophyll a/b binding protein (kcdl8i 




mRNA, complete cds 


Seq. No. 


408225 


Seq. ID 


uC-osflM202076b01bl 


Method 


BLASTN 


NCBI GI 


g20280 


BLAST score 


106 


E value 


6.0e-53 


Match length 


118 


% identity 


97 


NCBI Description 


Rice gene for phenylalanine ammonia-lyase (EC 4.3.1. 


Seq. No. 


408226 


Seq. ID 


uC-osflM202076bl0bl 



5) 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl084455 

373 

6.0e-36 

84 

87 

peptidylprolyl isomerase (EC 5.2.1.8) Cyp2 - rice 
>gi_600767 (L29469) cyclophilin 2 [Oryza sativa] 



52832 



Seq. No. 


408227 


Seq. ID 


uC-osflM20207 6c04bl 


Mof In r>H 




NCBI GI 


g21840 


BLAST score 


36 


E value 


7.0e-ll 


Match length 


89 


% identity 


84 


NCBI Description 


Triticum aestivum RH 


Seq. No. 


408228 


Seq. ID 


uC-osflM20207 6c08bl 


Method 


BLASTX 


NCBI GI 


al890573 


BLAST score 


247 


E value 


3.0e-21 


Match length 


69 


% identity 


72 


NCBI Description 


(X93173) xyloglucan 




vulgare] 


Seq. No. 


408229 


Seq. ID 


uC-osflM202076d06bl 


Method 


BLASTX 


NCBI GI 


g2494320 


BLAST score 


307 


E value 


1.0e-30 


Match length 


79 


% identity 


90 



(XET) [Hordeum 



NCBI Description 



EUKARYOTIC TRANSLATION INITIATION FACTOR 5 (EIF-5) 
>gi_1806575_emb_CAA678 68_ (X99517) Eukaryotic initiation 
factor-5 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408230 

uC-osflM202076d08bl 

BLASTX 

g283008 

590 

4.0e-61 

154 
79 

sucrose synthase (EC 2. 
>gi_2 036 6_emb_CAA4 6 0 1 7_ 
sativa] 



4.1.13) - rice 
(X64770) sucrose synthase [Oryza 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408231 

uC-osflM20207 6dllbl 

BLASTX 

g4099408 

312 

1.0e-28 

78 
77 

(U86763) delta-type tonoplast intrinsic protein 
aestivum] 



[Triticum 



52833 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408232 

uC-osflM20207 6e08bl 

BLASTX 

g283008 

219 

3.0e-18 

64 
70 

sucrose synthase (EC 2. 
>g±JZ 036 6_emb_CAA4 6 0 1 7_ 
sativa] 



4.1.13) - rice 
(X64770) sucrose synthase [Oryza 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408233 

uC-osflM202076el0bl 

BLASTN 

g2662346 

50 

1.0e-19 

82 
90 

Oryza sativa mRNA for 



EF-1 alpha, complete cds 



408234 

uC-osflM20207 6fl0bl 

BLASTX 

g3193284 

170 

2.0e-12 

85 
41 

(AF069298) No definition line found [Arabidopsis thaliana] 
408235 

uC-osflM202076h01bl 

BLASTX 

g5880464 

345 

8.0e-33 

91 

66 

(AF088901) actin bundling protein ABP135 [Lilium 
longif lorum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



408236 

uC-osflM202076h02bl 

BLASTX 

g20322 

150 

6.0e-17 

101 

52 

(X16280) Actin (AA 1- 
408237 

uC-osflM20207 6h05bl 

BLASTX 

g3779032 



377) [Oryza sativa] 



52834 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



151 

7.0e-10 

66 
48 

(AC005171) putative receptor kinase [Arabidopsis thaliana] 
408238 

uC-osflM202077a04bl 

BLASTX 

g2499819 

196 

2.0e-31 

125 
63 

ASPARTIC PROTEINASE ORYZASIN 1 PRECURSOR 

>gi_2130068_pir S66516 aspartic proteinase 1 precursor - 

rice >gi_1030715_dbj_BAA06876_ (D32165) aspartic protease 
[Oryza sativa] >gi_1711289_dbj_BAA06875_ (D32144) aspartic 
protease [Oryza sativa] 

408239 

uC-osflM202077a05bl 

BLASTN 

gl255684 

119 

2.0e-60 

195 

91 

Rice mRNA for aspartic protease, complete cds 
408240 

uC-osflM202077bllbl 

BLASTN 

g5091496 

75 

4.0e-34 

111 

93 

Oryza sativa genomic DNA, chromosome 6, clone P0680A03, 
complete sequence 

408241 

uC-osflM202077bl2bl 

BLASTN 

g511665 

91 

1.0e-43 

191 
87 

Rice gene for aspartic protease, complete cds 
408242 

uC-osflM2 02077c03bl 

BLASTX 

g4049341 

196 

2.0e-15 



52835 



Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



€> 

79 
54 

(AL034567) putative protein [Arabidopsis thaliana] 
408243 

uC-osflM202077c04bl 

BLASTX 

g6094553 

244 

3.0e-21 

54 
85 

(AC010676) unknown protein [Arabidopsis thaliana] 
408244 

uC-osflM202077c05bl 

BLASTX 

g3334320 

161 

5.0e-19 

78 
66 

40S RIBOSOMAL PROTEIN SA (P40) >gi_2444420 (AF020553) 
ribosome-associated protein p40 [Glycine max] 

408245 

uC-osflM202077c08bl 

BLASTX 

gl20674 

410 

2.0e-40 

94 
87 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66015_pir DENDG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - common buttercup 
>gi__21066__emb_CAA42903_ (X60345) glyceraldehyde 
3-phosphate dehydrogenase [Ranunculus acris] 

408246 

uC-osflM202077c09bl 

BLASTX 

gl29591 

189 

9.0e-15 

36 
100 

PHENYLALANINE AMMONIA- LYASE >gi_295824_emb_CAA34226_ 
(X16099) phenylalanine ammonia -lyase [Oryza sativa] 

408247 

uC-osflM202077cllbl 

BLASTX 

g3334320 

303 

2.0e-53 

116 



52836 



% identity 

NCBI Description 



93 

40S RIBOSOMAL PROTEIN SA (P40) >gi_2444420 (AF020553) 
ribosome-associated protein p40 [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408248 

uC-osflM202077cl2bl 

BLASTN 

g20181 

97 

2.0e-47 

105 
98 

Rice cab2R gene for light harvesting chlorophyll 
a/b-binding protein 

408249 

uC-osflM202077d02bl 

BLASTX 

g5931694 

220 

2.0e-18 

54 

78 

(Y18470) Exportinl (XPOl) protein [Arabidopsis thaliana] 
408250 

uC-osflM202077d05bl 

BLASTX 

g3800853 

227 

8.0e-19 

47 
91 

(AF084478) ribulose-1, 5-bisphosphate carboxylase/oxygenase 
activase precursor [Zea mays] 

408251 

uC-osflM202077dl0bl 

BLASTN 

g2656024 

46 

9.0e-17 

74 
91 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K15E6 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408252 

uC-osflM202077dllbl 

BLASTN 

g3868771 

70 

1.0e-31 

82 
96 

Oryza longistaminata catA gene for catalase, strain 
C104075, partial cds 



52837 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408253 

uC-osflM202077e07bl 

BLASTX 

g3367534 

262 

2.0e-34 

107 

70 

(AC004392) Strong similarity to coatamer alpha subunit 
{HEPCOP) homolog gb_U24105 from Homo sapiens. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408254 

uC-osflM202077ellbl 

BLASTX 

g2130069 

204 

2.0e-16 

37 

100 

catalase (EC 1.11.1.6) catA - rice 

>gi_1261858_dbj_BAA06232_ (D29966) catalase [Oryza sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408255 

uC-osflM202077f08bl 

BLASTN 

g5091496 

96 

5.0e-47 

120 

95 

Oryza sativa genomic DNA, chromosome 6, clone P0680A03, 
complete sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408256 

uC-osflM202077fl0bl 

BLASTX 

gll68537 

437 

3.0e-43 

122 
68 

ASPARTIC PROTEINASE PRECURSOR >gi_82458_pir JS0732 

aspartic proteinase (EC 3.4.23.-) - rice 
>gi_218143_dbj_BAA02242_ (D12777) aspartic proteinase 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408257 

uC-osflM202077fl2bl 

BLASTX 

g3914685 

152 

6.0e-10 

46 

72 

60S RIBOSOMAL PROTEIN L17 >gi_2668748 (AF034948) ribosomal 



52838 



protein L17 [Zea mays] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



408258 

uC-osflM202077h06bl 

BLASTX 

g2494174 

284 

4.0e-39 

110 
80 

GLUTAMATE DECARBOXYLASE 1 (GAD 1) >gi_497979 (U10034) 
glutamate decarboxylase [Arabidopsis thaliana] 

408259 

uC-osflM202077h09bl 

BLASTX 

g3122572 

205 

3.0e-16 

102 
49 

NADH- UBIQUINONE OXIDOREDUCTASE 75 KD SUBUNIT PRECURSOR 
(COMPLEX I-75KD) (CI-75KD) (7 6 KD MITOCHONDRIAL COMPLEX 

SUBUNIT) >gi_1084434__pir S52737 NADH dehydrogenase 

(ubiquinone) (EC 1.6.5.3) 76K chain precursor - potato 
>giJ758 34 0_embj3AA59818_ (X85808) 76 kDa mitochondrial 
complex I subunit [Solanum tuberosum] 

408260 

uC-osflM202077hl2bl 

BLASTX 

g3163946 

442 

7.0e-44 

127 

73 

(AJ005599) alpha-tubulin 1 [Eleusine indica] 
408261 

uC-osflM202080a09bl 

BLASTN 

g20177 

33 

1.0e-09 

37 
97 

Rice cablR gene for light harvesting chlorophyll 
a/b-binding protein 

408262 

uC-osflM202080d04bl 

BLASTX 

g283008 

418 

3.0e-41 

88 
94 



52839 



NCBI Description 



sucrose synthase (EC 2.4.1.13) - rice 

>gi_20366_emb_CAA4 6017_ (X64770) sucrose synthase [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408263 

uC-osflM202080d05bl 

BLASTN 

gl69820 

97 

2.0e-47 

105 

98 

Oryza sativa triosephosphate isomerase 
complete cds 



(Rictpi) mRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408264 

uC-osflM202080dl0bl 

BLASTX 

g5042409 

172 

4.0e-12 

79 
42 

(AC006193) 
thaliana] 



Putative membrane related protein [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408265 

uC-osflM202080dllbl 

BLASTX 

g3695383 

618 

2.0e-64 

131 

86 

(AF096370) similar to inorganic pyrophosphatase (Pfam: 
PF00719 Pyrophosphatase, E-value: 2.7e-88) [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408266 

uC-osflM202080dl2bl 

BLASTX 

g4100435 

155 

4.0e-10 

47 
66 

(AF000379) heat shock protein 70-related protein [Glycine 
max] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



408267 

uC-osflM202080e02bl 

BLASTX 

g4971998 

426 

6.0e-42 

128 

68 



52840 



NCBI Description 



(Y14 685) polynucleotide phosphorylase [Arabidopsis 
thaliana] >gi_4 972000_emb_CAB43865 . 1_ (Y14686) 
polynucleotide phosphorylase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408268 

uC-osflM202080e08bl 

BLASTX 

gl20657 

395 

3.0e-38 

108 

76 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A PRECURSOR, 

CHLOROPLAST >gi_6602 4_pir DEZMG3 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) (EC 1.2.1.13) A precursor, chloroplast - 
maize >gi_168479 (M18976) glyceraldehyde-3-phosphate 
dehydrogenase [Zea mays] >gi_763035_emb_CAA33455_ (X15408) 
glyceraldehyde-3-phosphate dehydrogenase [Zea mays] 

408269 

uC-osflM202080f07bl 

BLASTX 

g710308 

263 

4.0e-23 

82 

61 

(U11693) victorin binding protein [Avena sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408270 

uC-osflM202080fl2bl 

BLASTX 

g4115905 

467 

1.0e-46 

150 
69 

(AF072131) secondary xylem cellulose synthase [Populus 
tremuloides] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408271 

uC-osflM202080gl2bl 

BLASTN 

g780371 

65 

4.0e-28 

93 

92 

Oryza sativa enolase mRNA, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



408272 

uC-osflM202080h01bl 

BLASTX 

g2072725 

840 

2.0e-90 



52841 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166 
99 

(Y12594) Fd-GOGAT protein [Oryza sativa] 
408273 

uC-osflM202080h05bl 

BLASTX 

g462195 

524 

3.0e-53 

115 

89 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG {GOS2 PROTEIN) 

>gi_100682_pir S21636 GOS2 protein - rice 

>gi_20238_emb_CAA36190_ (X51910) GOS2 [Oryza sativa] 
>gi_3789950 (AF094774) translation initiation factor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
identity 



408274 

uC-osflM202080hl0bl 

BLASTX 

gl839188 

380 

1.0e-36 

127 

61 

(U86081) root hair defective 3 [Arabidopsis thaliana] 
408275 

uC-osflM202080h!2bl 

BLASTX 

gll36122 

193 

4.0e-15 

74 
58 

(X91807) alfa-tubulin [Oryza sativa] 
408276 

uC-osflM202081a01bl 

BLASTN 

g!658314 

162 

3.0e-86 

170 

99 



NCBI Description 0. sativa osr40g3 gene 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408277 

uC-osflM202081a02bl 

BLASTX 

gll70937 

150 

1.0e-15 

51 
90 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 



52842 



ADENOSYL TRANSFERASE 1) (ADOMET SYNTHETASE 1) 

>gi_45054 9_emb_CAA81481_ (Z26867) S-adenosyl methionine 

synthetase [Oryza sativa] 



Seq. No. 


408278 


Seq. ID 


uC-osflM202081a05bl 


Method 


BLASTX 


NCBI GI 


g2832605 


BLAST score 


149 


E value 


2.0e-09 


Match length 


79 


% identity 


43 


NCBI Description 


(AL021633) predicted protein [Arabidopsis thaliana] 


Seq. No. 


408279 


Seq. ID 


uC-osflM202081a07bl 


Method 


BLASTX 


NCBI GI 


gl652971 


BLAST score 


152 


E value 


7.0e-10 


Match length 


69 


% identity 


42 


NCBI Description 


(D90910) hypothetical protein [Synechocystis sp.] 




408280 


Seq. ID 


~jiC-osflM202081a08bl 


Method 


BLASTX 


NCBI GI 


g2674203 


BLAST score 


385 


E value 


2.0e-37 


Match length 


110 


% identity 


68 


NCBI Description 


(AF036328) CLP protease regulatory subunit CLPX 




[Arabidopsis thaliana] 


Seq. No. 


408281 


Seq. ID 


uC-osf lM202081a09bl 


Method 


BLASTX 


NCBI GI 


g3023535 


BLAST score 


177 


E value 


1.0e-12 


Match length 


46 


% identity 


74 


NCBI Description 


MOLYBDOPTERIN BIOSYNTHESIS CNX2 PROTEIN (MOLYBDENUM 


COFACTOR BIOSYNTHESIS ENZYME CNX2) >gi_662871^emb_CAA8 




(Z48047) Cnx2 [Arabidopsis thaliana] 


Seq. No. 


408282 


Seq. ID 


uC-osflM202 081al0bl 


Method 


BLASTX 


NCBI GI 


g4678948 


BLAST score 


158 


E value 


2.0e-10 


Match length 


111 


% identity 


39 


NCBI Description 


(AL049711) putative protein [Arabidopsis thaliana] 



52843 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408283 

uC-osflM202081allbl 

BLASTX 

g3328221 

220 

7.0e-18 

53 

85 

(AF076920) thioredoxin peroxidase [Secale cereale] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408284 

uC-osflM202081b07bl 

BLASTX 

gll3360 

656 

5.0e-69 

124 
98 

ALCOHOL DEHYDROGENASE 
dehydrogenase (EC 1.1. 



1 >gi_100652_pir JQ0474 alcohol 

1.1) 1 - rice >gi_20165_emb_CAA34 363_ 



(X16296) alcohol dehydrogenase 1 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408285 

uC-osflM202081b08bl 

BLASTX 

g2239262 

378 

2.0e-36 

126 

56 

(Y13285) pectin methylesterase-like protein [Zea mays] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408286 

uC-osflM202081b09bl 

BLASTX 

gl296955 

323 

5.0e-30 

88 
44 

(X95402) duplicated domain structure protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 



408287 

uC-osflM202081bllbl 

BLASTX 

g3913018 

635 

2.0e-66 

130 

99 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 
(ALDP) >gi_218155_dbj_BAA02730_ (D13513) chloroplastic 
aldolase [Oryza sativa] 

408288 

uC-osflM202081bl2bl 
BLASTX 



52844 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3360291 
505 

4.0e-51 

126 
74 

(AF023165) leucine-rich repeat transmembrane protein kinase 
2 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408289 

uC-osflM202081c01bl 

BLASTX 

gl29916 

432 

1.0e-42 

99 
86 

PHOSPHOGLYCERATE KINASE, CYTOSOLIC >gi_66911_pir TVWTGY 

phosphoglycerate kinase (EC 2.7.2.3), cytosolic - wheat 
>gi_21835__emb_CAA33302_ (X15232) phosphoglycerate kinase 
(AA 1 - 401) [Triticum aestivum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408290 

uC-osflM202081c02bl 

BLASTX 

gll5587 

507 

1.0e-51 

100 
91 

PHOSPHOENOLPYRUVATE CARBOXYLASE 1 (PEPCASE) (CP21) 

>gi__418801_pir S31159 phosphoenolpyruvate carboxylase (EC 

4.1.1.31) CP21 - sorghum >gi_21630_emb_CAA39197__ (X55664) 
phosphoenolpyruvate carboxylase [Sorghum bicolor] 
>gi_22 615_emb_CAA462 67_ (X65137) phosphoenolpyruvate 
carboxylase [Sorghum bicolor] 

408291 

uC-osflM202081c03bl 

BLASTX 

gl710841 

599 

3.0e-62 

121 

95 

ADENOSYLHOMOCYSTEINASE ( S-ADENOSYL-L-HOMOCYSTEINE 
HYDROLASE) (ADOHCYASE) >giJ758247_emb_CAA5 627 8_ (X79905) 
S-adenosylhomocysteine hydrolase [Phalaenopsis sp.] 

408292 

uC-osflM202081c05bl 

BLASTX 

g4510401 

290 

4.0e-26 

66 
71 

(AC006587) putative general negative regulator of 



52845 



transcription [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408293 

uC-osflM202081cl0bl 

BLASTX 

gl00638 

172 

2.0e-12 

64 
48 

pollen allergen Lol p I precursor (clone 5A) - perennial 
ryegrass >gi_168316 (M57474) pollen allergen [Lolium 
perenne] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408294 

uC-osflM202081cllbl 

BLASTX 

gl709619 

484 

1.0e-48 

102 
47 

PROTEIN DISULFIDE ISOMERASE PRECURSOR (PDI) 

>gi_214 6814_pir S69181 protein disulfide isomerase (EC 

5.3.4.1) precursor - maize >gi__625148 (L39014) protein 
disulfide isomerase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408295 

uC-osflM202081cl2bl 

BLASTX 

g6056399 

283 

4.0e-25 

89 
58 

(AC009324) AP2 domain containing protein RAP2 . 12 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408296 

uC-osflM202081d01bl 

BLASTX 

g4220476 

232 

3.0e-19 

106 
45 

(AC006069) ribophorin I-like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408297 

uC-osflM202081d08bl 

BLASTX 

g5596468 

288 

7.0e-26 

107 
50 

(AL096882) putative protein [Arabidopsis thaliana] 



52846 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408298 

uC-osflM202081e01bl 

BLASTX 

g462195 

269 

1.0e-23 

76 
74 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG (GOS2 PROTEIN) 

>gi_100682_pir S21636 GOS2 protein - rice 

>gi_20238__emb_CAA36190_ (X51910) GOS2 [Oryza sativa] 
>gi__3789950 (AF094774) translation initiation factor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408299 

uC-osflM202081e02bl 

BLASTX 

gl519251 

227 

3.0e-19 

49 
92 

(U65957) GF14-C protein [Oryza sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408300 

uC-osflM202081e03bl 

BLASTX 

g2130069 

337 

6.0e-32 

65 

97 

catalase (EC 1.11.1. 



catA 



rice 



>gi_1261858__dbj__BAA06232_ (D29966) catalase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408301 

uC-osflM202081e05bl 

BLASTX 

g542058 

252 

1.0e-21 

96 

51 

HSR203J protein - common tobacco >gi_4 44002_emb_CAA54393_ 
(X77136) HSR203J [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408302 

uC-osflM202081e07bl 

BLASTX 

g2499819 

360 

3.0e-34 

122 

62 

ASPARTIC PROTEINASE ORYZASIN 1 PRECURSOR 

>gi_2130068_pir S66516 aspartic proteinase 1 precursor - 



52847 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



rice >gi_1030715_dbj_BAA06876_ (D32165) aspartic protease 
[Oryza sativa] >gi_1711289__dbj_BAA06875_ (D32144) aspartic 
protease [Oryza sativa] 

408303 

uC-osflM202081el0bl 

BLASTX 

g3183079 

641 

3.0e-67 

130 
98 

MALATE DEHYDROGENASE, GLYOXYSOMAL PRECURSOR 
>gi_1375075__dbj_BAA12870.1_ (D85763) glyoxysomal malate 
dehydrogenase [Oryza sativa] 

408304 

uC-osflM202081e!2bl 

BLASTX 

gl408222 

388 

1.0e-37 

103 
75 

(U60764) pathogenesis-related protein [Sorghum bicolor] 
408305 

uC-osflM202081f05bl 

BLASTX 

g2129622 

410 

9.0e-54 

121 

85 

immunophilin FKBP15-1 - Arabidopsis thaliana >gi_1272406 
(U5204 6) immunophilin [Arabidopsis thaliana] 

408306 

uC-osflM202081f06bl 

BLASTX 

g6063090 

212 

9.0e-17 

164 
9 

(AF176518) F-box protein FBL2 [Homo sapiens] 
408307 

uC-osflM202081f08bl 

BLASTX 

gll9958 

573 

4.0e-59 

149 
75 

FERREDOXIN III PRECURSOR (FD III) >gi_168473 (M73831) 
ferredoxin [Zea mays] >gi_1864 001_dbj_BAA19251_ (AB001387) 



52848 



Fd III [Zea mays] >gi_44 4 686_prf_ 
ferredoxin:ISOTYPE=III [Zea mays] 



1907324C 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408308 

uC-osflM2 02081g05bl 

BLASTX 

gl362152 

630 

9.0e-66 

133 
86 

ribosomal protein S6 kinase homolog (clone Aspkll) - oat 
>gi_87198 6_emb_CAA56313_ (X79992) putative pp70 ribosomal 
protein S6 kinase [Avena sativa] 

408309 

uC-osflM202081g08bl 

BLASTX 

g3747048 

522 

3.0e-53 

134 

81 

(AF093539) methionine synthase [Zea mays] 
408310 

uC-osflM202081g09bl 

BLASTX 

g294845 

465 

2.0e-46 

108 

84 

(L13655) membrane protein [Saccharum hybrid cultivar 
H65-7052] 

408311 

uC-osflM202081h01bl 

BLASTX 

gl37460 

242 

7.0e-21 

49 
94 

VACUOLAR ATP SYNTHASE CATALYTIC SUBUNIT A (V-ATPASE 69 KD 

SUBUNIT) >gi_67952_pir PXPZV9 H+-transporting ATPase (EC 

3.6.1.35), vacuolar, 69K chain - carrot >gi_167560 (J03769) 
vacular H+- ATPase [Daucus carota] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



408312 

uC-osflM202081h02bl 

BLASTX 

g4522012 

142 

3. 0e-09 

33 

76 



52849 



NCBI Description (AC007069) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408313 

uC-osflM202081h04bl 

BLASTX 

g2213629 

272 

5.0e-24 

70 

71 

(AC000103) F21J9.21 [Arabidopsis thaliana] 
408314 

uC-osflM202081h08bl 

BLASTX 

g2246442 

479 

4 .Oe-48 

151 
58 

(U63298) farnesyltransf erase alpha subunit [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408315 

uC-osflM202081hl0bl 

BLASTX 

g4522003 

339 

1.0e-31 

160 
44 

(AC007069) putative protein kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408316 

uC-osflM202081hl2bl 

BLASTX 

g4098331 

378 

1.0e-36 

74 
95 

(U76896) beta-tubulin 5 



[Triticum aestivum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408317 

uC-osflM202082a03bl 

BLASTX 

g2494174 

547 

4 .Oe-56 

116 
90 

GLUTAMATE DECARBOXYLASE 
glutamate decarboxylase 



1 (GAD 1) >gi_497979 (U10034) 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



408318 

uC-osflM202082a04bl 

BLASTX 

g3915008 



52850 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



293 

2.0e-26 

88 
70 

SUPEROXIDE DISMUTASE [CU-ZN] , CHLOROPLAST PRECURSOR 
>gi_1805502__dbj_BAA12745.1_ (D85239) superoxide dismutase 
precusor [Oryza sativa] 

408319 

uC-osflM202082a08bl 

BLASTX 

g2198853 

480 

2.0e-65 

141 

90 

(AF007786) cystathionine gamma -synthase [Zea mays] 
408320 

uC-osflM202082b05bl 

BLASTX 

g3309269 

382 

9.0e-37 

97 
75 

(AF074 940) ferric leghemoglobin reductase-2 precursor 
[Glycine max] 

408321 

uC-osflM202082b06bl 

BLASTX 

gl076746 

515 

3.0e-52 

125 

81 

heat shock protein 70 - rice (fragment) 

>gi_7 63160_emb_CAA47948__ (X67711) heat shock protein 70 
[Oryza sativa] 

408322 

uC-osflM202082b09bl 

BLASTX 

g4982509 

169 

1.0e-ll 

35 
89 

(AC000107) F17F8.15 [Arabidopsis thaliana] 
408323 

uC-osflM202082bl0bl 

BLASTX 

g629849 

438 

2.0e-43 



52851 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



95 
82 

pectate lyase {EC 4.2.2.2) - maize >gi_405535 
homology with pectate lyase [Zea mays] 



(L20140) 



408324 

uC-osflM202082bllbl 

BLASTX 

gll74470 

504 

5.0e-51 

132 

67 

OLIGOSACCHARYL TRANSFERASE STT3 SUBUNIT HOMOLOG (B5) 
(INTEGRAL MEMBRANE PROTEIN 1) >gi_508543 (L34260) integral 
membrane protein 1 [Mus musculus] >gi 1588285 prf 22083Q1A 
integral membrane protein [Mus musculus] 

408325 

uC-osflM202082bl2bl 

BLASTX 

g4966344 

461 

6.0e-46 

167 

56 

(AC006341) ESTs gb_F15498, gb_H37515, gb_T41906, gb_T22448, 
gb_W43356 and gb_T20739 come from this gene. [Arabidopsis 
thaliana] 



408326 

uC-osflM202082c02bl 

BLASTN 

g6006355 

382 

0.0e+00 

382 

100 

Oryza sativa genomic DNA, 



chromosome 6, clone : P0493C11 



408327 

uC-osflM202082c04bl 

BLASTX 

g2352492 

258 

3.0e-22 

134 
46 

(AF005047) 
thaliana] 
response 1 



transport inhibitor response 1 [Arabidopsis 
>gi_2352494 (AF005048) transport inhibitor 
[Arabidopsis thaliana] 



408328 

uC-osflM202082c07bl 

BLASTX 

g2737973 

399 



52852 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



9.0e-39 

101 
80 

(U83625) protein kinase ZmMEKl [Zea mays] 



408329 

uC-osflM202082c08bl 

BLASTX 

gl363504 

865 

2.0e-93 

168 

98 

aspartic proteinase (EC 3.4. 



. -) L5 - rice (fragment) 



408330 

uC-osflM202082c09bl 

BLASTX 

gl323748 

210 

1.0e-16 

84 
51 

(U32430) thiol protease [Triticum aestivum] 
408331 

uC-osflM202082cl0bl 

BLASTX 

g4417293 

393 

4.0e-38 

161 
52 

(AC007019) unknown protein [Arabidopsis thaliana] 
408332 

uC-osflM202082cl2bl 

BLASTX 

g218157 

484 

1.0e-64 

129 

98 

(D13512) cytoplasmic aldolase [Oryza sativa] 
408333 

uC-osflM202082d03bl 

BLASTX 

g3914899 

279 

5.0e-41 

169 
63 

40S RIBOSOMAL PROTEIN S4 >gi_2331301 (AF013487) ribosomal 
protein S4 type I [Zea mays] 



Seq. No. 



408334 



52853 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-osflM202082d04bl 

BLASTX 

g2655289 

596 

8.0e-62 

118 

98 

(AF032973) 



germin-like protein 3 [Oryza sativa] 



408335 

uC-osflM202082d06bl 

BLASTX 

g464470 

163 

2.0e-ll 

66 

53 

PROFILIN 3 
>gi_313142 



>gi_4 22 033__pir S35798 profilin 3 - maize 

emb_CAA51720__ (X73281) profilin 3 [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



408336 

uC-osflM202082dl0bl 

BLASTN 

g218142 

255 

1.0e-141 

275 
98 

Rice mRNA for aspartic proteinase, complete cds 
408337 

uC-osflM202082dllbl 

BLASTX 

g4914423 

366 

1.0e-42 

138 

67 

(AL050351) putative receptor-like protein kinase 
[Arabidopsis thaliana] 

408338 

uC-osflM202082dl2bl 

BLASTX 

g2058456 

226 

9.0e-19 

53 
83 

(U66408) GTP-binding protein [Arabidopsis thaliana] 
>gi_2345150_gb_AAB67830_ (AF014822) developmentally 
regulated GTP binding protein [Arabidopsis thaliana] 

408339 

uC-osflM202082e01bl 

BLASTX 

gl321661 



52854 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



530 

3.0e-54 

136 

80 

(D45423) 



ascorbate peroxidase [Oryza sativa] 



408340 

uC-osflM202082e04bl 

BLASTX 

g4455287 

311 

2.0e-28 

97 
64 

(AL035527) putative protein [Arabidopsis thaliana] 
408341 

uC-osflM202082e08bl 

BLASTX 

g3482925 

221 

3.0e-23 

105 
56 

(AC003970) Highly similar to cinnamyl alcohol 
dehydrogenase, gi_1143445 [Arabidopsis thaliana] 

408342 

uC-osflM202082el0bl 

BLASTN 

g3318612 

47 

2.0e-17 

51 

98 

Zea mays mRNA for mitochondrial phosphate transporter, 
complete cds 

408343 

uC-osflM202082ellbl 

BLASTX 

gl848212 

189 

9.0e-15 

37 
89 

(Y11209) protein disulf ide-isomerase precursor [Nicotiana 
tabacum] 

408344 

uC-osflM202082f01bl 

BLASTX 

g2407281 

504 

2.0e-63 

123 

92 



52855 



NCBI Description 



(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408345 

uC-osflM202082f02bl 

BLASTN 

g20369 

78 

6.0e-36 

90 

97 

Oryza sativa shoot GS2 mRNA for chloroplastic glutamine 
synthetase (EC 6.3.1.2) (clone lambda-GS31) 
>gi_2170909_dbj_E02681_E02681 cDNA encoding precursor of 
chloroplast localising glutamine synthetase 

408346 

uC-osflM202082f03bl 

BLASTX 

gl519253 

698 

7.0e-74 

137 

99 

(U65958) GF14-d protein [Oryza sativa] 
408347 

uC-osflM202082f04bl 

BLASTX 

g5031281 

183 

4.0e-14 

40 
80 

(AF1394 99) unknown [Prunus armeniaca] 
408348 

uC-osflM202082f05bl 

BLASTX 

g3126854 

661 

2.0e-69 

125 
99 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 
408349 

uC-osflM202082f06bl 

BLASTX 

g2760347 

663 

9.0e-70 

134 

18 

(U84 968) ubiquitin [Arabidopsis thaliana] 



Seq. No. 



408350 



52856 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. ' No . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



uC-osflM202082f07bl 

BLASTX 

g3142294 

590 

4.0e-61 

121 
92 

(AC002411) 
gb_U37354 



Strong similarity to initiation factor eIF-2, 
from S. pombe. ESTs gb_T41979, gb_N37284 and 



gb_N37529 come from this gene. [Arabidopsis thaliana] 
408351 

uC-osflM202082f08bl 

BLASTX 

g3292830 

223 

4.0e-18 

121 

45 

(AL031018) putative protein [Arabidopsis thaliana] 
408352 

uC-osflM202082g02bl 

BLASTX 

g4467125 

474 

1.0e-47 

127 
71 

(AL035538) putative protein [Arabidopsis thaliana] 
408353 

uC-osflM202082g03bl 

BLASTX 

g6016720 

289 

3.0e-26 

69 

74 

(AC009325) hypothetical protein [Arabidopsis thaliana] 
408354 

uC-osflM202082g04bl 

BLASTX 

gl854378 

189 

9.0e-15 

43 
88 

(AB001338) Sucrose-Phosphate Synthase [Saccharum 
of f icinarum] 

408355 

uC-osflM202082g05bl 

BLASTX 

gl352830 

771 



52857 



to 



E value 
Match length 
% identity 
NCBI Description 



2.0e-82 

154 

98 

VACUOLAR ATP SYNTHASE CATALYTIC SUBUNIT A (V-ATPASE 69 KD 
SUBUNIT) >gi_1049253 (U36436) vacuolar ATPase 69 kDa 
subunit [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408356 

uC-osflM202082gl0bl 

BLASTX 

g4757880 

200 

1.0e-15 

83 
48 

BUB3 (budding uninhibited by benzimidazoles 3, yeast) 
homolog >gi_2921873 (AF047472) spleen mitotic checkpoint 
BUB3 [Homo sapiens] >gi_2981231__gb_AAC06258_ (AF053304) 
mitotic checkpoint component Bub3 [Homo sapiens] 
>gi_3639060 (AF081496) kinetochore protein BUB3 [Homo 
sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408357 

uC-osflM202082gl2bl 

BLASTN 

g409581 

163 

2.0e-86 

247 

91 

Rice mRNA for serine carboxypeptidase-like protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408358 

uC-osflM202082h02bl 

BLASTX 

g!658313 

465 

9.0e-47 

87 

51 

(Y08987) osr40g2 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408359 

uC-osflM202082h08bl 

BLASTX 

gl272347 

212 

6.0e-17 

93 
47 

(U51739) secreted glycoprotein 2 



[Ipomoea trifida] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



408360 

uC-osflM202082hllbl 

BLASTX 

g3126854 

354 



52858 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-34 

69 
99 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 
408361 

uC-osflM202083a01bl 

BLASTX 

g586082 

197 

2.0e-27 

112 

64 

TRANS -C INN AMATE 4 -MONOOXYGENASE (CINNAMIC ACID 

4 -HYDROXYLASE) (CA4H) (C4H) (P450C4H) (CYTOCHROME P450 73) 

>gi_322722_pir JC1458 trans-cinnamate 4-monooxygenase (EC 

1.14.13.11) cytochrome P450 C4H - mung bean >gi__169325 
(L07634) cinnamate 4 -hydroxylase [Phaseolus aureus] 

408362 

uC-osflM202083a06bl 

BLASTX 

gl34102 

316 

1.0e-29 

76 

87 

RUBISCO SUBUNIT BINDING-PROTEIN ALPHA SUBUNIT PRECURSOR (60 
KD CHAPERONIN ALPHA SUBUNIT) (CPN-60 ALPHA) 

>gi_72959_pir HHWTBA ribulose-bisphosphate carboxylase 

subunit-binding protein alpha chain - wheat (fragment) 
>gi_1345582_emb_CAA30699_ (X07851) rubisco subunit 
binding-protein alpha subunit ( 543 AA ) [Triticum 
aestivum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408363 

uC-osflM202083a07bl 

BLASTX 

gl708424 

268 

1.0e-23 

95 
61 

ISOFLAVONE REDUCTASE HOMOLOG >gi_1230614 (U48590) 
isoflavone reductase-like protein [Lupinus albus] 

408364 

uC-osflM202 083a08bl 

BLASTX 

g82734 

861 

7.0e-93 

173 
37 

ubiquitin precursor - maize (fragment) 
>gi_226763_prf 1604470A poly-ubiquitin [Zea mays] 



52859 



Seq. No. 


408365 


Seq. ID 


uC-osflM202083a09bl 


Method 


BLASTX 


NCBI GI 


a5306274 


BLAST score 


377 


E value 


4.0e-36 


Match length 


103 


% identity 


70 


NCBI Description 


(AC006233) unknown ; 


Seq. No. 


408366 


Seq. ID 


uC-osflM202083al0bl 


Method 


BLASTX 


NCBI GI 


g2130069 


BLAST score 


720 


E value 


2.0e-76 


Match length 


136 


% identity 


98 


NCBI Description 


catalase (EC 1.11.1 



6) catA - rice 

>gi_1261858_dbj_BAA06232_ (D29966) catalase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



408367 

uC-osflM202083al2bl 

BLASTX 

g82496 

570 

4.0e-59 

132 
86 

phenylalanine ammonia -lyase 



(EC 4.3.1.5) - rice 



408368 

uC-osflM202083b01bl 

BLASTX 

gl669668 

213 

4.0e-17 

53 
75 

(X97131) EFl-alpha [Forsythia x intermedia] 
408369 

uC-osflM202083b03bl 

BLASTX 

g3294469 

566 

3.0e-58 

140 
83 

(U89342) phosphoglucomutase 2 [Zea mays] 
408370 

uC-osflM202083b05bl 

BLASTX 

g6094014 

466 

1.0e-46 



52860 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



97 
86 

60S RIBOSOMAL PROTEIN L15 >gi__3608479 (AF088912) ribosomal 
protein L15 [Petunia x hybrida] 

408371 

uC-osflM202083b07bl 

BLASTX 

g2662343 

795 

4.0e-85 

152 
99 

(D63581) EF-1 alpha [Oryza sativa] 
408372 

uC-osflM202083b09bl 

BLASTX 

g4688632 

395 

2.0e-38 

113 

69 

(AJ007449) trans-cinnamic 4-monooxygenase [Cicer arietinum] 
408373 

uC-osflM202083bllbl 

BLASTX 

g6094014 

478 

4 .0e-48 

99 



60S RIBOSOMAL PROTEIN L15 >gi_3608479 
protein L15 [Petunia x hybrida] 



(AF088912) ribosomal 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408374 

uC-osflM202083c01bl 

BLASTX 

g401237 

748 

1.0e-79 

154 

89 

UBIQUITIN-ACTIVATING ENZYME El 2 >gi_170684 (M90663) 
ubiquitin activating enyme [Triticum aestivum] 

408375 

uC-osflM202083c02bl 

BLASTX 

g2739383 

456 

2.0e-45 

120 
70 

(AC002 505) unknown protein [Arabidopsis thaliana] 



52861 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408376 

uC-osflM202083c03bl 

BLASTX 

g2492504 

496 

3.0e-54 

146 

37 

CELL DIVISION CYCLE PROTEIN 48 HOMOLOG 

>gi_1669660__emb_CAA70565_ (Y09396) protein of AAA family 
[Capsicum annuum] 

408377 

uC-osflM202083c06bl 

BLASTX 

gll74613 

223 

2.0e-20 

97 
61 

2 6S PROTEASE REGULATORY SUBUNIT 6A HOMOLOG (TAT-BINDING 
PROTEIN HOMOLOG 1) (TBP-1) >gi_556560_dbj_BAA04 614_ 
(D17788) rice homologue of Tat binding protein [Oryza 
sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408378 

uC-osflM202083c09bl 

BLASTX 

gl705678 

751 

5.0e-80 

164 

45 

CELL DIVISION CYCLE PROTEIN 48 HOMOLOG (VALOSIN CONTAINING 
PROTEIN HOMOLOG) (VCP) >gi_862480 (U20213) 
valosin-containing protein [Glycine max] 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408379 

uC-osflM202083cllbl 

BLASTX 

gll74613 

900 

2.0e-97 

177 

99 

26S PROTEASE REGULATORY SUBUNIT 6A HOMOLOG (TAT-BINDING 
PROTEIN HOMOLOG 1) (TBP-1) >gi_556560_db j__BAA04 614_ 
(D17788) rice homologue of Tat binding protein [Oryza 
sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



408380 

uC-osflM202083cl2bl 

BLASTX 

gll68537 

568 

1.0e-58 
125 



52862 



% identity 

NCBI Description 



88 

ASPARTIC PROTEINASE PRECURSOR >gi_82458_pir JS0732 

aspartic proteinase (EC 3.4.23.-) - rice 
>gi_218143_dbj_BAA02242_ (D12777) aspartic proteinase 
[Oryza sativa] 



Seq. No. 


408381 


Seq. ID 


uC-osflM202083d02bl 


Method 


BLASTN 


NCBI GI 


gl658314 


BLAST score 


254 


E value 


1.0e-141 


Match length 


278 


% identity 


98 


NCBI Description 


0. sativa osr40g3 gene 


Seq. No. 


408382 


Seq. ID 


uC-osflM202083d03bl 


Method 


BLASTX 


NCBI GI 


g3395432 


BLAST score 


432 


E value 


8.0e-43 


Match length 


115 


% identity 


72 


NCBI Description 


(AC004683) unknown pr 



>gi_5731261_gb_AAD48838. 1_AF166352_1 (AF166352) 
alanine : glyoxylate aminotransferase 2 homolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408383 

uC-osflM202083d04bl 

BLASTX 

g3935152 

348 

1.0e-32 

121 

51 

(AC005106) T25N20.16 
408384 

uC-osflM202083d07bl 

BLASTX 

g4138265 

453 

3.0e-45 

96 
83 

(AJ006228) 
t aba cum] 



[Arabidopsis thaliana] 



Avr9 elicitor response protein [Nicotiana 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



408385 

uC-osflM202083d09bl 

BLASTX 

g3122673 

633 

4.0e-66 
156 



52863 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



76 

60S RIBOSOMAL PROTEIN L15 >gi_22 4502 7_emb_CAB 10447 . 1_ 
(Z97341) ribosomal protein [Arabidopsis thaliana] 

408386 

uC-osflM202083dl2bl 

BLASTX 

g4038592 

161 

8.0e-ll 

138 

36 

(Y10403) RNA-directed RNA polymerase [Lycopersicon 
esculentum] 

408387 

uC-osflM202083e02bl 

BLASTX 

g2286153 

454 

3.0e-45 

108 
84 

(AF007581) cytoplasmic malate dehydrogenase [Zea mays] 
408388 

uC-osflM202083e04bl 

BLASTX 

g3080420 

441 

1.0e-43 

122 
72 

(AL022604] 
thaliana] 



putative sugar transporter protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408389 

uC-osflM202083e08bl 

BLASTX 

g4539335 

211 

7.0e-17 

97 
43 

(AL035539) putative protein [Arabidopsis thaliana] 
408390 

uC-osflM202083e!0bl 

BLASTX 

g3080420 

567 

2.0e-58 

134 
82 

(AL022604) putative sugar transporter protein [Arabidopsis 
thaliana] 



52864 



Seq. No. 


408391 


Seq. ID 


uC-osflM202083e!2bl 


Method 


BLASTX 




rr??4 SO?? 


BLAST score 


216 


E value 


3.0e-17 


Match length 


139 


% identity 


32 


NCBI Description 


(Z97341) hypothetical protein [Arabidopsis thaliana; 


Seq. No. 


408392 


Seq. ID 


uC-osflM202083f04bl 


Method 


BLASTX 


NCBI GI 


g4758714 


BLAST score 


189 


Sit value 


a n^- i a 

y . Uc J. *± 


Match length 


83 


% identity 


43 


NCBI Description 


microsomal glutathione S-transf erase 3 >gi 2583081 




(AF026977) microsomal glutathione S-transf erase 3 [; 




sapiens] 


Seq. No. 


408393 


Seq. ID 


uC-osflM202083f05bl 


Method 


BLASTX 


NCBI GI 


g3915866 


BLAST score 


501 


E value 


d . u e D ± 


Match length 


109 


% identity 


83 


NCBI Description 


GLUTAMINYL-TRNA SYNTHETASE (GLUTAMINE--TRNA LIGASE) 




>gi__2995455_emb_CAA62901_ (X91787) tRNA-glutamine 




synthetase [Lupinus luteus] 


Seq. No. 


408394 


Seq. ID 


uC-osflM202083f08bl 


Method 


BLASTX 




rr991 ^S Q1 
gz^ lOO J 1 


BLAST score 


195 


E value 


7.0e-15 


Match length 


55 


% identity 


69 


NCBI Description 


(AC000348) T7N9.11 [Arabidopsis thaliana] 


Seq. No. 


408395 


Seq. ID 


uC-osflM202083f09bl 


Method 


BLASTX 


NCBI GI 


g3913018 


BLAST score 


621 


E value 


8.0e-65 


Match length 


127 


% identity 


99 



(GLNRS) 



NCBI Description 



FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 
(ALDP) >gi_218155_dbj_BAA02730_ (D13513) chloroplastic 
aldolase [Oryza sativa] 



Seq. No. 



408396 



52865 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-osflM202083fl0bl 

BLASTX 

g4758714 

287 

1.0e-25 

130 
45 

microsomal glutathione S-transf erase 3 >gi_2583081 
(AF026977) microsomal glutathione S-transf erase 3 [Homo 
sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

.% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408397 

uC-osflM202083fl2bl 

BLASTX 

g3182921 

497 

3.0e-50 

110 

85 

AS PARAGINE SYNTHETASE [GLUTAMINE-HYDROLYZING] 
{ GLUTAMINE-DEPENDENT AS PARAGINE SYNTHETASE) >gi_1432054 
(U55873) asparagine synthetase [Oryza sativa] 
>gi_1902992_dbj_BAA18 951_ (D83378) asparagine synthetase 
[Oryza sativa] 

408398 

uC-osflM202083g01bl 

BLASTX 

g4982479 

195 

6.0e-15 

104 
36 

(AF069441) predicted protein of unknown function 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408399 

uC-osflM202083g03bl 

BLAST N 

g4680488 

390 

0.0e+00 

423 

98 

Oryza sativa BAC clone 1.H19, complete sequence 
408400 

uC-osflM202083g04bl 

BLASTX 

g2129771 

166 

2.0e-21 

94 
61 

xyloglucan endotransglycosylase-related protein XTR-6 - 
Arabidopsis thaliana >gi_1244758 (U43488) xyloglucan 
endotransglycosylase-related protein [Arabidopsis thaliana] 



52866 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_4539299_emb_CAB39602.1_ (AL049480) xyloglucan endo-1, 
4-beta-D-glucanase (XTR-6) [Arabidopsis thaliana} 



408401 

uC-osflM202083g05bl 

BLASTX 

g4581856 

447 

2.0e-44 

145 

65 

(AF116825) l-deoxy-D-xylulose-5- 
[Mentha x piperita] 



■phosphate reductoisomerase 



408402 

uC-osflM202083g07bl 

BLASTX 

g4090293 

324 

5.0e-48 

149 

66 

(AJ131738) hypothetical protein [Secale cereale] 
408403 

uC-osflM202083g08bl 

BLASTX 

g4006882 

181 

3.0e-13 

63 
54 

(Z99707) UDP-glucuronyltransf erase-like protein 
[Arabidopsis thaliana] 

408404 

uC-osflM202083g09bl 

BLASTX 

g3789954 

312 

7.0e-29 

73 
82 

(AF094776) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408405 

uC-osflM202083gl0bl 

BLASTX 

gl890575 

621 

9.0e-65 
127 



(X93174) 
vulgare] 



xyloglucan endotransglycosylase (XET) [Hordeum 



52867 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ZMDJ1 [Zea mays] 



408406 

uC-osflM202083gl2bl 

BLASTX 

g2984709 

196 

3.0e-15 

42 
90 

(AF053468) DnaJ-related protein 
408407 

uC-osflM202083h02bl 

BLASTX 

g2895576 

156 

3.0e-10 



33 

(AF041337) vacuolar proton pump subunit SFD beta isoform 
[Bos taurus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408408 

uC-osflM202083h06bl 

BLASTX 

g543711 

661 

2.0e-69 

139 
96 

14-3-3-LIKE PROTEIN S94 >gi_419796_pir S30927 

protein homolog - rice >gi_303859_dbj_BAA03711_ 
brain specific protein [Oryza sativa] 



14-3-3 
(D16140) 



Seq. No. 


408409 


Seq. ID 


uC-osflM202083hl0bl 


Method 


BLASTN 


NCBI GI 


gl532047 


BLAST score 


40 


E value 


2.0e-13 


Match length 


64 


% identity 


91 


NCBI Description 


0. sativa mRNA for S- 


Seq. No. 


408410 


Seq. ID 


uC-osflM202083hllbl 


Method 


BLASTX 


NCBI GI 


g2208908 


BLAST score 


536 


E value 


7.0e-55 


Match length 


131 


% identity 


77 


NCBI Description 


(AB004809) phosphat 


Seq. No. 


408411 


Seq. ID 


uC-osflM202083hl2bl 


Method 


BLASTX 


NCBI GI 


g552857 



-adenosylmethionine decarboxylase 



52868 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



284 

3.0e-25 

60 

93 

(M31464) 



atpB gene product [Oryza sativa] 



408412 

uC-osflM202084a02al 

BLASTX 

gll70937 

404 

2.0e-39 

74 

100 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 
>gi_45054 9_emb_CAA81481_ (Z26867) S-adenosyl methionine 
synthetase [Oryza sativa] 

408413 

uC-osflM202084a05al 

BLASTX 

g4115377 

204 

5-0e-16 

47 
79 

(AC005967) unknown protein [Arabidopsis thaliana] 
408414 

uC-osflM20208 4a06al 

BLASTX 

gl203832 

508 

1.0e-51 

115 

83 

(U46003) beta-D-glucan exohydrolase, isoenzyme ExoII 

[Hordeum vulgare] >gi_1588407_prf 2208395A beta-D-glucan 

exohydrolase [Hordeum vulgare] 



408415 

uC-osflM202084al0al 

BLASTX 

g3885882 

171 

4.0e-12 

38 
89 

(AF093629) inorganic pyrophosphatase 



[Oryza sativa] 



408416 

uC-osflM2 02084 al2al 

BLASTX 

gl203832 

198 

3.0e-15 



52869 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43 
86 

(U4 6003) beta-D-glucan exohydrolase, isoenzyme ExoII 

[Hordeum vulgare] >gi_1588407_prf 2208395A beta-D-glucan 

exohydrolase [Hordeum vulgare] 

408417 

uC-osflM2 0208 4b02al 

BLASTX 

g3345477 

158 

1.0e-10 

29 
100 

(AB016283) carbonic anhydrase [Oryza sativa] 
408418 

uC-osflM202084b03al 

BLASTN 

g433216 

248 

1.0e-137 

271 
98 

Rice mRNA for ascorbate peroxidase (gene name SS622), 
partial cds 

408419 

uC-osflM202084b05al 

BLASTX 

gl20668 

266 

3.0e-23 

54 

91 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_82399_pir A24159 glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12), cytosolic - barley (fragment) 
>gi_167044 (M36650) glyceraldehyde-3-phosphate 

dehydrogenase [Hordeum vulgare] >gi_225347_prf 1301218A 

dehydrogenase, glyceraldehydephosphate [Hordeum vulgare var. 
distichum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



408420 

uC-osflM202084b06al 

BLASTX 

g4539545 

244 

9.0e-21 

67 
75 

(Y16644) PRCI [Nicotiana tabacum] 
408421 

uC-osflM202084bllal 

BLASTX 

gll36122 



52870 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175 

1.0e-12 

35 
91 

(X91807) 



alfa-tubulin [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408422 

uC-osflM202084c09al 

BLASTX 

gl28592 

373 

8.0e-36 

95 

68 

POLLEN-SPECIFIC PROTEIN NTP303 PRECURSOR 

>gi_82190_pir S224 95 pollen-specific protein precursor 

common tobacco >gi_19902_emb_CAA43454_ (X61146) pollen 
specific protein [Nicotiana tabacum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408423 

uC-osflM202084cl2al 

BLASTX 

g2511541 

328 

1.0e-30 

89 
78 

(AF020787) DNA-binding protein GBP16 [Oryza sativa] 



408424 

uC-osflM202084d02al 

BLAST N 

g2331130 

84 

2.0e-39 

212 

84 

Oryza sativa glycine-rich protein (OSGRP1) 
cds 



mRNA, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



408425 

uC-osflM202084d03al 

BLASTN 

g2267592 

227 

1.0e-124 

292 

99 

Oryza sativa glycine-rich RNA-binding protein mRNA, 
complete cds 

408426 

uC-osflM202084d04al 

BLASTX 

g2499819 

249 

3.0e-21 



52871 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45 
100 

ASPARTIC PROTEINASE ORYZASIN 1 PRECURSOR 

>gi_2130068_pir S66516 aspartic proteinase 1 precursor - 

rice >gi_1030715_dbj_BAA0687 6_ (D32165) aspartic protease 
[Oryza sativa] >gi_171128 9_dbj_BAA06875_ (D32144) aspartic 
protease [Oryza sativa] 

408427 

uC-osflM202084d05al 

BLASTN 

g20164 

137 

4.0e-71 

153 
99 

0. sativa mRNA for alcohol dehydrogenase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408428 

uC-osflM202084d06al 

BLASTX 

g3721942 

530 

3.0e-54 

135 
74 

(AB018248) chitinase [Oryza sativa] 



408429 

uC-osflM202084d08al 

BLASTN 

g20172 

252 

1.0e-139 

260 

99 

0. sativa Amyc2 mRNA 



for alpha-amylase 



408430 

uC-osflM202084dl0al 

BLASTX 

g6094242 

252 

1.0e-21 

54 
81 

PUTATIVE SELENIUM-BINDING PROTEIN 
>gi_2244759_emb_CAB10182.1_ (Z97335) 
protein like [Arabidopsis thaliana] 



selenium-binding 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



408431 

uC-osflM202084e06al 

BLASTX 

g3201554 

182 

1.0e-13 

48 



52872 



% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



69 

(AJ006501) beta-D-glucosidase [Tropaeolum majus] 
408432 

uC-osflM2 0208 4g02al 

BLASTX 

gl084455 

200 

2.0e-15 

40 
100 

peptidylprolyl isomerase (EC 5.2.1.8) Cyp2 - rice 
>gi_600767 (L29469) cyclophilin 2 [Oryza sativa] 

408433 

uC-osflM202084g05al 

BLASTX 

g6015059 

140 

9.0e-09 

28 
100 

ELONGATION 
(AF030517) 



FACTOR 1 -ALPHA (EF-1-ALPHA) >gi_2996096 
translation elongation factor-1 alpha; EF-1 



alpha [Oryza sativa] 
408434 

uC-osflM202 084g0 6al 

BLASTN 

g6041757 

322 

0.0e+00 

326 

100 

Genomic Sequence For Oryza sativa Clone 10P20, Lemont 
Strain, Complete Sequence, complete sequence 

408435 

uC-osflM202084gl0al 

BLASTX 

g4309698 

199 

2.0e-15 

75 

59 

(AC006266) putative glucosyltransf erase [Arabidopsis 
thaliana] 

408436 

uC-osflM202084h01al 

BLASTX 

g2492504 

161 

3.0e-ll 

48 
67 

CELL DIVISION CYCLE PROTEIN 4 8 HOMOLOG 



52873 



>gi_1669660_emb_CAA70565_ (Y09396) protein of AAA family 
[Capsicum annuum] 



beq . JNO . 


A DP A "37 

H U 0 4 O / 


Seq. ID 


uC-osflM202084h03al 


Method 


BLASTX 


NCBI GI 


g4490707 


BLAST score 


234 


E value 


1.0e-19 


Match length 


76 


% identity 


58 


NCBI Description 


(AL035680) putative protein [Arabidopsis thaliana] 


Seq. No. 


408438 


Seq. ID 


uC-osflM202085a08al 


Ti A 4—1— .J 

Method 


DT 7\ C TV 

bLAb 1 A 


NCBI GI 


gll69528 


BLAST score 


308 


E value 


3.0e-28 


Match length 


62 


% identity 


98 


NCBI Description 


ENOLASE 2 ( 2-PHOSPHOGLYCERATE DEHYDRATASE 2) 


(2-PH0SPH0-D-GLYCERATE HYDRO-LYASE 2) >gi_602253 (1 




enolase [Zea mays] 


Seq. No. 


408439 


Seq. ID 


, n /-i -,-ci mo nonoRni o-i 1 


Method 


BLASTX 


NCBI GI 


g5679838 


BLAST score 


225 


E value 


2.0e-18 


Match length 


109 


% identity 


41 


NCBI Description 


(AJ243961) has similarity to Arabidopsis thaliana 




gi__3068705 [Oryza sativa] 


Seq. No. 


A r\ Q A A Pi 

4 U o 4 4 U 


Seq. ID 


uC-osflM202085b05al 


Method 


BLAST N 


NCBI GI 


g4406131 


BLAST score 


202 


E value 


1.0e-109 


Match length 


238 


% identity 


96 


NCBI Description 


Oryza sativa MADS box protein (MADS16) mRNA, compl 


Seq. No. 


408441 


Seq. ID 


uC-osflM202085bllal 


Method 


BLASTX 


NCBI GI 


g3132476 


BLAST score 


184 


E value 


1.0e-13 


Match length 


60 


%. identity 


53 


NCBI Description 


(AC003096) unknown protein [Arabidopsis thaliana] 



U17973) 



Seq. No. 



408442 



52874 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-osflM202085c03al 

BLASTX 

g6015065 

201 

1.0e-15 

44 

89 

ELONGATION FACTOR 2 



(EF-2) >gi_2369714_emb_CAB09900_ 



(Z97178) elongation factor 2 [Beta vulgaris] 



408443 

uC-osflM202085c06al 

BLASTN 

g2331130 

249 

1.0e-138 

253 

100 

Oryza sativa glycine-rich protein 
cds 



(OSGRP1) mRNA, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408444 

uC-osflM202085c07al 

BLASTN 

g3603472 

357 

0. 0e+00 

357 

100 

Oryza sativa elicitor-responsive gene-3 (ERG3) mRNA, 
complete cds 



408445 

uC-osflM2 02085cllal 

BLASTX 

g478740 

372 

1.0e-35 

71 
97 

phenylalanine ammonia-lyase 



(EC 4.1.3.5) - rice 



408446 

uC-osflM202085d04al 

BLASTX 

gll5577 

311 

2.0e-28 

70 

87 

PHOS PHOENOLPYRUVATE CARBOXYLASE, HOUSEKEEPING ISOZYME 

( PEPCASE ) >gi_3 4853 6_pir S2 8 61 4 phosphoenolpyruvat e 

carboxylase (EC 4.1.1.31) - sugarcane hybrid H32-8560 
>gi_169844 (M8 6661) phosphoenolpyruvate carboxylase 
[Saccharum sp. ] 



Seq. No. 



408447 



52875 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-osflM202085d06al 

BLASTX 

gll69528 

266 

4.0e-23 

54 

98 

ENOLASE 2 ( 2-PHOSPHOGLYCERATE DEHYDRATASE 2) 
(2-PH0SPH0-D-GLYCERATE HYDRO -LYASE 2} >gi_602253 
enolase [Zea mays] 



(U17973) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408448 

uC-osflM202085d07al 

BLASTN 

g6069643 

44 

2.0e-15 

147 
83 

Oryza sativa genomic DNA, chromosome 6, clone : P0 51 4G12 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408449 

uC-osflM202085dl0al 

BLASTX 

g671740 

449 

9.0e-45 
81 

100 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408450 

uC-osflM202085dllal 

BLASTX 

g3426048 

181 

2.0e-13 

53 
68 

(AC005168) putative hydroxymethylglutaryl-CoA lyase 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408451 

uC-osflM202085e01al 

BLASTN 

g3618309 

290 

1.0e-162 

314 

98 

Oryza sativa mRNA for zinc finger protein, complete cds, 
clone:E10707 



Seq. No. 
Seq. ID 
Method 



408452 

uC-osflM202085e03al 
BLASTX 



52876 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl707878 
312 

1.0e-28 

70 
80 

AMI NOMETHYLTRANSFE RASE PRECURSOR (GLYCINE CLEAVAGE SYSTEM T 

PROTEIN) >gi_2129976_pir S59948 aminomethyltransf erase (EC 

2.1.2.10) precursor - potato >gi_4 38254_emb__CAA81081_ 
(Z258 62) T-protein [Solanum tuberosum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408453 

uC-osflM202085e05al 

BLASTX 

g2832672 

562 

5.0e-58 

127 

83 

(AL021712) nifU-like protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408454 

uC-osflM202085ellal 

BLASTN 

gl944204 

193 

1.0e-104 

305 

90 

Oryza sativa mRNA for RicMT, complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408455 

uC-osflM202085el2al 

BLASTX 

g4185142 

144 

5.0e-09 

51 

55 

(AC005724) putative DNA repair and recombination protein of 
the SN3T2 family [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408456 

uC-osflM202085f04al 

BLASTN 

g2443401 

354 

0.0e+00 

358 

100 

Oryza sativa mRNA for orthophosphate dikinase, complete cds 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



408457 

uC-osflM202085f05al 

BLASTX 

g2696804 

281 

4.0e-25 



52877 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51 
100 

(AB009665) 



water channel protein [Oryza sativa] 



408458 

uC-osflM202085f08al 

BLASTX 

g3660471 

201 

1.0e-15 

46 
72 

(AJ001809) succinate dehydrogenase flavoprotein alpha 
subunit [Arabidopsis thaliana] 

408459 

uC-osflM202085g06al 

BLASTN 

g2894533 

275 

1.0e-153 

291 

99 

Oryza sativa mRNA for aquaporin, complete CDS 
408460 

uC-osflM202085h06al 

BLASTN 

gl619603 

319 

1.0e-179 

347 

98 

0. sativa mRNA for lipid transfer protein 

>gi_1667589__gb_U77295_OSU77295 Oryza sativa lipid transfer 
protein (LTP) mRNA, complete cds 

408461 

uC-osflM202085h07al 

BLASTX 

gl66834 

158 

1.0e-10 

39 
77 

(M86720) 
activase 



ribulose bisphosphate carboxylase/oxygenase 
[Arabidopsis thaliana] >gi_2642155 (AC003000) 



Rubisco activase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



408462 

uC-osflM202085h09al 

BLASTN 

g218154 

96 

2.0e-46 

192 

97 



52878 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



Oryza sativa gene for cytoplasmic aldolase, complete cds, 
clone :A1 dp 

408463 

uC-osflM20208 6a02al 

BLASTX 

g5869967 

384 

5.0e-37 

81 

93 

(AJ010946) isovaleryl-CoA Dehydrogenase [Pisum sativum] 
408464 

uC-osflM20208 6a03al 

BLASTN 

g886692 

372 

0.0e+00 

384 

99 

0. sativa mRNA for lipid transfer protein, bl 
408465 

uC-osflM20208 6a05al 

BLASTX 

g4803963 

258 

2.0e-22 

116 

47 

(AC006202) putative transcription regulatory protein 
[Arabidopsis thaliana] 

408466 

uC-osflM202086a06al 

BLASTX 

g2645999 

252 

9.0e-22 

52 

90 

(AF034 631) chlorophyll a/b binding protein of LHCII type I 
precursor [Panax ginseng] 

408467 

uC-osflM20208 6a07al 

BLASTX 

g3281853 

220 

8.0e-18 

79 
52 

(AL031004) putative protein {Arabidopsis thaliana] 
408468 

uC-osflM202086a08al 



52879 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl20668 

276 

2.0e-24 

64 
80 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_82399_pir A24159 glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12), cytosolic - barley (fragment) 
>gi_167044 (M36650) glyceraldehyde-3-phosphate 

dehydrogenase [Hordeum vulgare] >gi_225347_prf 1301218A 

dehydrogenase, glyceraldehydephosphate [Hordeum vulgare var. 
distichum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408469 

uC-osflM202086al0al 

BLASTX 

gl871186 

160 

7.0e-ll 

45 
67 

(U90439) protein kinase isolog [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408470 

uC-osflM20208 6b02al 

BLASTX 

gl69661 

205 

4.0e-16 

41 

95 

(M62756) S-adenosylhomocysteine hydrolase [ Petroselinum 
crispum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408471 

uC-osflM202086b05al 

BLASTX 

g2760086 

171 

4.0e-12 

41 

78 

(Y16046) leucine-rich repeat protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408472 

uC-osflM20208 6b09al 

BLASTX 

g82496 

189 

3.0e-14 

34 
100 

phenylalanine ammonia-lyase (EC 4.3.1.5) - rice 



Seq. No. 
Seq. ID 



408473 

uC-osflM20208 6c01al 



52880 



<1> 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



BLASTN 

g4106693 

176 

3.0e-94 

272 

92 

Oryza sativa mRNA for cytosolic glutathione reductase 
( RGRC2 ) , complete cds 

408474 

uC-osflM20208 6c02al 

BLASTX 

gll36122 

231 

4.0e-19 

56 

84 

(X91807) alfa-tubulin [Oryza sativa] 
408475 

uC-osflM20208 6c07al 

BLASTX 

g4539004 

165 

2.0e-ll 

110 

39 

(AL049481) putative protein kinase [Arabidopsis thaliana] 
408476 

uC-osflM20208 6d03al 

BLASTN 

gl69660 

40 

5.0e-13 

76 
88 

Parsley S-adenosylhomocysteine hydrolase (SHH) mRNA, 
complete cds 

408477 

uC-osflM20208 6d08al 

BLASTN 

gl69662 

40 

5.0e-13 
76 



Parsley S-adenosylhomocysteine hydrolase 
complete cds 

408478 

uC-osflM20208 6e04al 

BLASTX 

g2662343 

147 

2.0e-09 



(SHH) mRNA, 



52881 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38 
82 

(D63581) EF-1 alpha [Oryza sativa] 
408479 

uC-osflM20208 6el2al 

BLASTX 

g4544438 

168 

1.0e-ll 

79 

46 

(AC006592) hypothetical protein [Arabidopsis thaliana] 
408480 

uC-osflM20208 6f03al 

BLASTN 

g587499 

318 

1.0e-179 

386 
96 

0. sativa mRNA for calcium dependent protein kinase 
408481 

uC-osflM20208 6g01al 

BLASTN 

g5360229 

412 

0.0e+00 

420 

100 

Oryza sativa mRNA for Ran, complete cds 
408482 

uC-osflM20208 6g06al 

BLASTN 

g218144 

354 

0.0e+00 

377 

99 

Rice mRNA for ATP/ADP translocator, complete cds 
408483 

uC-osflM202086gllal 

BLASTN 

g2267005 

270 

1.0e-150 

390 
98 

Oryza sativa endosperm lumenal binding protein (BiP) mRNA, 
complete cds 



Seq. No. 
Seq. ID 



408484 

uC-osflM20208 6h02al 



52882 



Method BLASTX 

NCBI GI g4104056 

BLAST score 216 

E value 4.0e-19 

Match length 73 

% identity 67 

NCBI Description (AF031194) S276 [Triticum aestivum] 

Seq. No. 408485 

Seq. ID uC-osflM202086h07al- 

Method BLASTX 

NCBI GI g6091761 

BLAST score 223 

E value 2.0e-18 

Match length 65 

% identity 66 

NCBI Description (AC009327) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 408486 

Seq. ID uC-osflM202086hllal 

Method BLASTX 

NCBI GI g3643085 

BLAST score 410 

E value 4.0e-40 

Match length 134 

% identity 57 

NCBI Description (AF075580) protein phosphatase-2C; PP2C [Mesembryanthemum 
crystallinum] 

Seq. No. 408487 

Seq. ID uC-osflM202088allal 

Method BLASTN 

NCBI GI g3061268 

BLAST score 50 

E value 3.0e-19 

Match length 158 

% identity 83 

NCBI Description Oryza sativa mRNA for chitinase, complete cds 

Seq. No. 408488 

Seq. ID uC-osflM202088b04al 

Method BLASTX 

NCBI GI gl706958 

BLAST score 37 8 

E value 6.0e-37 

Match length 71 

% identity 93 

NCBI Description (U58284) cellulose synthase [Gossypium hirsutum] 

Seq. No. 408489 

Seq. ID uC-osflM202088b07al 

Method BLASTN 

NCBI GI gll957 

BLAST score 169 

E value 3.0e-90 

Match length 256 

% identity 89 




52883 



NCBI Description Rice complete chloroplast genome 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408490 

uC-osflM202088b08al 

BLASTX 

gl314711 

250 

1.0e-21 

90 
60 

(U54615) calcium-dependent protein kinase [Arabidopsis 
thaliana] >gi_3068712 (AF049236) calcium dependent protein 
kinase [Arabidopsis thaliana] 





Seq. No. 


408491 




Seq. ID 


uC-osf lM202088cl2al 




Method 


BLASTX 




NCBI GI 


gl706958 




BLAST score 


498 




E value 


1.0e-50 




Match length 


93 




% identity 


95 


CP 

j£ 


NCBI Description 


(U58284) cellulose synthase [Gossypium hirsutum] 


-ISC!. 


Seq. No. 


408492 




Seq. ID 


uC-osf lM202088d05al 




Method 


BLASTN 


Ui 


NCBI GI 


g3789951 




BLAST score 


149 




E value 


3.0e-78 




Match length 


202 




% identity 


99 


iZ 


NCBI Description 


Oryza sativa chlorophyll a/b-binding protein presursor 






(Cab27) mRNA, nuclear gene encoding chloroplast protei] 






complete cds 




Seq. No. 


408493 




Seq. ID 


uC-osflM202088d07al 




Method 


BLASTN 




NCBI GI 


g633109 




BLAST score 


148 




E value 


1.0e-77 




Match length 


211 




% identity 


95 




NCBI Description 


Rice mRNA for plasma membrane H+-ATPase, complete cds 




Seq. No. 


408494 




Seq. ID 


uC-osflM202088el2al 




Method 


BLASTN 




NCBI GI 


g5852077 




BLAST score 


83 




E value 


6.0e-39 




Match length 


184 



% identity 91 

NCBI Description Oryza sativa indica(GLA4) genomic DNA, chromosome 4, BAC 
clone : b6015 



52884 



Seq. No. 


408495 


Seq. ID 


uC-osflM202088f02al 


Method 


BLASTN 


NCBI GI 


g21629 


bLAbi score 




E value 


1.0e-110 


Match length 


263 


% identity 


94 


NCBI Description 


Sorghum vulgare mRNA for phosphoenolpyruvate carboxylase 




(PEPC) 


Seq. No. 


408496 


Seq. ID 


uC-osflM202088fl2al 


Method 


BLASTX 


1NL-D-L (jjI 




BLAST score 


384 


E value 


2.0e-37 


Match length 


90 


% identity 


86 


NCBI Description 


(D45890) sucrose phosphate synthase [Oryza sativa] 


Seq. No. 


408497 


Seq. ID 


uC-osflM202088h06al 


Method 


BLASTX 


NCBI GI 


g2072322 


BLAST score 


168 


E value 


4 . Ue-12 


Match length 


35 


% identity 


100 


NCBI Description 


(U95816) Isolation and Characterization of a cDNA Encoding 




3-Hydroxy-3-Methylglutaryl-CoA Reductase from Rice [Oryza 




sativa] 


Seq. No. 


408498 


Seq. ID 


uC-osflM202088hl0al 


Method 


BLASTN 




g4 / by U 1 1 


BLAST score 


177 


E value 


5.0e-95 


Match length 


257 


% identity 


93 


NCBI Description 


Oryza sativa CER1 (CER1) mRNA, complete cds 


Seq. No. 


408499 


Seq. ID 


uC-osflM20208 9a01bl 


Method 


BLASTX 


NCBI GI 


g542036 


BLAST score 


236 


E value 


1.0e-19 


Match length 


72 


% identity 


65 



NCBI Description 



Seq. No. 
Seq. ID 

Method 



TDR8 protein - tomato >gi_19388_emb_CAA43172_ (X607 60) TDR8 
[Lycopersicon esculentum] 

408500 

uC-osflM20208 9a03bl 
BLASTX 



52885 



4> 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4099408 
680 

1.0e-71 

144 

89 

(U86763) delta-type tonoplast intrinsic protein [Triticum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408501 

uC-osflM20208 9a04bl 

BLASTX 

gl083739 

342 

5.0e-32 

92 

71 

nucleolar protein Noppl4 0, hepatic - rat 

>gi_1093316_prf 2103261A nuclear protein NAP 5 7 [Rattus 

norvegicus] 



Seq. No. 


408502 


Seq. ID 


uC-osflM202 08 9a0 6bl 


Method 


BLASTN 


NCBI GI 


g21834 


BLAST score 


40 


E value 


3 . 0e-13 


Match length 


68 


% identity 


90 


NCBI Description 


Wheat mRNA for cytos« 




2.7.2.3) 


Seq. No. 


408503 


Seq. ID 


uC-osflM20208 9a07bl 


Method 


BLASTX 


NCBI GI 


g3061269 


BLAST score 


590 


E value 


4.0e-61 


Match length 


123 


% identity 


91 


NCBI Description 


(AB012855) chitinase 


Seq. No. 


408504 


Seq. ID 


uC-osflM20208 9a08bl 


Method 


BLASTX 


NCBI GI 


g733454 


BLAST score 


781 


E value 


2.0e-83 


Match length 


171 


% identity 


85 


NCBI Description 


( U2 318 8 ) chlorophyll 




[Zea mays] 


Seq. No. 


408505 


Seq. ID 


uC-osflM202 08 9al0bl 


Method 


BLASTX 


NCBI GI 


gl23620 


BLAST score 


583 



(EC 



52886 



E value 
Match length 
% identity 
NCBI Description 



1.0e-62 

141 

89 

HEAT SHOCK COGNATE 70 KD PROTEIN 2 >gi_100224_pir S14 950 

heat shock cognate protein 7 0 - tomato 

>gi_19258__emb_CAA37 971__ (X54030) heat shock protein cognate 
70 [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408506 

uC-os f 1M2 0 2 0 8 9b0 2bl 

BLASTX 

gl708424 

411 

3.0e-40 

120 

70 

ISOFLAVONE REDUCTASE HOMOLOG >gi_1230614 (U48590) 
isoflavone reductase-like protein [Lupinus albus] 

408507 

uC-osflM202089b06bl 

BLASTX 

gll25691 

421 

1.0e-51 

124 

82 

(X94301) DnaJ protein [Solanum tuberosum] 



408508 

uC-osflM20208 9b07bl 

BLASTN 

gl69819 

405 

0.0e+00 

525 

95 

Rice gene encoding three ribosomal RNA's: 
5.8S, complete; 25S, 5' end 



the 17S, 3' end; 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408509 

uC-osflM202089b09bl 

BLASTX 

g5478530 

663 

1.0e-69 

161 

27 

(AF130441) UVB-resistance protein UVR8 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



408510 

uC-osflM20208 9bl0bl 

BLASTX 

g2088653 

163 

5.0e-ll 



52887 



Match length 

% identity 

NCBI Description 



93 
37 

(AF002109) Hslpro- 
thaliana] 



1 related protein isolog [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408511 

uC-osflM202089bllbl 

BLASTX 

g!709129 

198 

4.0e-15 

81 
53 

GLYCOGEN SYNTHASE KINASE-3 HOMOLOG MSK-3 

>gi_481018_pir S37642 protein kinase MSK-3 (EC 2.7.1.-) 

alfalfa >gi_313148_emb_CAA48472_ (X68409) protein kinase 
[Medicago sativa] 

408512 

uC-osflM20208 9bl2bl 

BLASTX 

g231924 

374 

1.0e-35 

88 
82 

CYTOCHROME CI, HEME PROTEIN PRECURSOR (CLONE PC18I) 
408513 

uC-osflM202089c02bl 

BLASTX 

g485517 

449 

7.0e-45 

88 
99 

ADP,ATP carrier protein - rice 
408514 

uC-osflM20208 9c09bl 

BLASTX 

g2832681 

491 

2.0e-49 

104 
84 

(AL021712) putative protein [Arabidopsis thaliana] 



408515 

uC-osflM20208 9cl0bl 

BLASTX 

g2642443 

294 

2.0e-26 

90 
59 

(AC002391) putative cytochrome P450 



[Arabidopsis thaliana] 



52888 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408516 

uC-osflM202089cl2bl 

BLASTN 

gl532047 

277 

1.0e-154 

386 
93 

O.sativa mRNA for S- 



adenosylmethionine decarboxylase 



Seq. No. 
Seq. ID 
Method 



408517 

uC-osflM202089d01bl 

BLASTX 

gl29960 

250 

4.0e-21 

104 

50 

4 -NITROPHENYLPHOSPHATASE ( PNPPASE ) 
>gi_5924022_emb_CAB56540.1_ (X51611) 
p-nitrophenylphosphatase [Saccharomyces cerevisiae] 

408518 

uC-osflM20208 9d02bl 

BLASTX 

gl054843 

213 

9.0e-25 

102 

58 

(X92847) D12 oleate desaturase [Solanum commersonii] 
408519 

uC-osflM202089d03bl 

BLASTN 

g6041757 

122 

6.0e-62 

354 
84 

Genomic Sequence For Oryza sativa Clone 10P20, Lemont 
Strain, Complete Sequence, complete sequence 

408520 

uC-osflM202089d06bl 

BLASTX 

gl800281 

784 

8.0e-84 

158 
25 

(U82086) polyubiquitin [Fragaria x ananassa] 
408521 

uC-osflM202089d07bl 
BLASTX 



52889 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl706331 
432 

1.0e-42 

104 
84 

PYRUVATE DECARBOXYLASE ISOZYME 3 (PDC) 
pyruvate decarboxylase [Oryza sativa] 



>gi_476284 (U07338) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408522 

uC-osflM202089d09bl 

BLASTX 

g3372518 

625 

3.0e-65 

140 

82 

(AF050631) invertase [Zea mays] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408523 

uC-osflM20208 9dl0bl 

BLASTX 

g2454182 

733 

7.0e-78 

164 

86 

(U80185) pyruvate dehydrogenase El alpha subunit 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408524 

uC-osflM202089dllbl 

BLASTX 

g4220474 

374 

1.0e-35 

128 
62 

(AC006069) putative myosin heavy chain [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408525 

uC-osflM20208 9e01bl 

BLASTX 

g4325342 

453 

4.0e-45 

148 

61 

(AF128393) No definition line found [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



408526 

uC-osflM20208 9e02bl 

BLASTX 

g2739044 

455 

3.0e-45 

127 



52890 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



65 

(AF024651) polyphosphoinositide binding protein Sshlp 
[Glycine max] 

408527 

uC-osflM20208 9e03bl 

BLASTX 

gl00703 

343 

1.0e-32 
91 

73 

Protein kinase (clone OSPK 4.4) - Rice 
408528 

uC-osflM20208 9e04bl 

BLASTX 

g3107903 

168 

1.0e-ll 

115 

36 

(D83719) polycomb-like protein [Daucus carota] 
408529 

uC-osflM20208 9e05bl 

BLASTX 

g3193293 

301 

3.0e-27 

103 

59 

(AF069298) contains a short region of similarity to another 
Arabidopsis hypothetical protein F19K23.8 (GB:AC000375 ) 
[Arabidopsis thaliana] 

408530 

uC-osflM202089e07bl 

BLASTX 

g4455302 

520 

8.0e-53 

167 

60 

(AL035528) putative protein [Arabidopsis thaliana] 
408531 

uC-osflM202089el0bl 

BLASTX 

g2331133 

299 

1.0e-31 

82 
91 

(AF010580) glycine-rich protein [Oryza sativa] 



Seq. No. 



408532 



52891 



Seq. ID 


uC-osflM20208 9el2bl 


Method 


BLASTX 






BLAST score 


144 


E value 


9.0e-09 


Match length 


45 


% identity 


62 


NCBI Description 


(AL035525) putative 


Seq. No. 


408533 


Seq. ID 


uC-osflM20208 9f01bl 


Method 


BLASTX 




gz o juu d 


BLAST score 


209 


E value 


5.0e-23 


Match length 


80 


% identity 


77 


NCBI Description 


osc6 protein - rice 


Seq. No. 


408534 


Seq. ID 


uC-osflM202089f02bl 


Method 


BLASTX 


NCBI GI 


g5103807 


BLAST score 


685 


E value 


3.0e-72 


jxiaxcn xengun 


1 £9 


% identity 


76 


NCBI Description 


(AC007591) Contains 




phosphatidic acid p] 




sapiens. ESTs gb T: 




gene. [Arabidopsis ■ 


Seq. No. 


408535 


Seq. ID 


uC-osflM20208 9f03bl 


Method 


BLASTX 


NCBI GI 


gl00490 


BLAST score 


888 


E value 


o . ue "jQ 


Match length 


178 


% identity 


36 


NCBI Description 


polyubiquitin - gar< 




>gi_l 60 7 l_emb_CAA4 8 




ma jus] 


Seq. No. 


408536 


Seq. ID 


uC-osflM202089f04bl 


Method 


BLASTX 


NCBI GI 


g4584342 


BLAST score 


z y 4 


E value 


2.0e-26 


Match length 


126 


% identity 


49 


NCBI Description 


(AC007127) putative 




thaliana] 


Seq. No. 


408537 


Seq. ID 


uC-osflM202089f05bl 



! PAP2 a2) from Homo 



mapdragon (fragment) 
(X67 957) ubiquitin [Antirrhinum 



[Arabidopsis 



52892 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



BLASTX 

g3201615 

401 

6.0e-39 

92 
79 

(AC004 669) unknown protein [Arabidopsis thaliana] 
408538 

uC-osflM20208 9f07bl 

BLASTX 

g3128228 

604 

7.0e-63 

120 

93 

(AC004077) putative ribosomal protein L18A [Arabidopsis 
thaliana] >gi_333737 6 (AC004481) putative ribosomal protein 
L18A [Arabidopsis thaliana] 

408539 

uC-osflM202089f08bl 

BLASTX 

g6049841 

519 

9.0e-53 

144 

69 

(AF190728) asparagine synthetase [Helianthus annuus] 
408540 

uC-osflM202089fl2bl 

BLASTX 

g266463 

554 

8.0e-57 

118 

88 

3-ISOPROPYLMALATE DEHYDROGENASE PRECURSOR (BETA-IPM 

DEHYDROGENASE) (IMDH) (3-IPM-DH) >gi_82259_pir S25670 

3-isopropylmalate dehydrogenase (EC 1.1.1.85) precursor - 
potato >gi_22 643_emb_CAA47720_ (X67310) 3-isopropylmalate 

dehydrogenase [Solanum tuberosum] >gi_4 45064_prf 1908380A 

beta isopropylmalate dehydrogenase [Solanum tuberosum] 

408541 

uC-osflM20208 9g01bl 

BLASTX 

g4454052 

169 

1.0e-ll 

111 

32 

(AL035394) hypothetical protein [Arabidopsis thaliana] 
408542 

uC-osflM202089g02bl 



52893 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



BLASTX 

g4455209 

454 

4.0e-45 

121 
72 

(AL035440) 



putative Proline synthetase associated protein 



[Arabidopsis thaliana] 
408543 

uC-osflM20208 9g03bl 

BLASTX 

g4996646 

250 

2.0e-21 

70 

66 

(AB028132) Dof zinc finger protein [Oryza sativa] 
408544 

uC-osflM202089g04bl 

BLASTX 

g4190952 

412 

3.0e-40 

167 

53 

(AB022689) similar to hsr203J [Lycopersicon esculentum] 
408545 

uC-osflM20208 9g05bl 

BLASTN 

g6016845 

414 

0.0e+00 

500 
100 

Oryza sativa genomic DNA, chromosome 1, clone : P0711E10 
408546 

uC-osflM202089g08bl 

BLASTX 

g2160322 

340 

6.0e-32 

68 
96 

(D16139) cytokinin binding protein CBP57 [Nicotiana 
sylvestris] 

408547 

uC-osflM20208 9gl0bl 

BLASTX 

g4584536 

160 

3.0e-13 
78 



52894 



% identity 

NCBI Description 



51 

(AL049608) 
thaliana] 



cytochrome p450 like protein [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

,% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408548 

uC-osflM20208 9h01bl 

BLASTX 

g5902380 

199 

2.0e-15 
117 

40 

(AC009322) Hypothetical protein [Arabidopsis thaliana] 



408549 

uC- o s f 1M2 0 2 0 8 9h0 6bl 

BLASTX 

gl706331 

228 

5.0e-19 

44 

98 

PYRUVATE DECARBOXYLASE 
pyruvate decarboxylase 



ISOZYME 3 (PDC) >gi_476284 (U07338) 
[Oryza sativa] 



408550 

uC-osflM202089h07bl 

BLASTX 

g4490737 

147 

2.0e-09 

82 
43 

(AL035708) putative protein [Arabidopsis thaliana] 
408551 

uC-osflM202089h08bl 

BLASTX 

g733458 

655 

1.0e-68 

141 

87 

(U23190) chlorophyll a/b-binding apoprotein CP24 precursor 
[Zea mays] 

408552 

uC-osflM20208 9hl0bl 

BLASTX 

g3142291 

187 

8.0e-14 

112 
38 

(AC002411) Contains similarity to adenylate cyclase 
gb_AF012921 from Magnaporthe grisae. EST gb_Z24512 comes 
from this gene. [Arabidopsis thaliana] 



52895 



Seq. No. 


408553 


Seq. ID 


uC-osflM202089hllbl 


Method 


BLASTN 


NCBI GI 


g3273244 


BLAST score 


228 


E value 


1.0e-125 


Match length 


258 


% identity 


96 


NCBI Description 


Oryza sativa DNA for 


Seq. No. 


408554 


Seq. ID 


uC-osflM202090a02bl 


Method 


BLASTN 


NCBI GI 


g28 65393 


BLAST score 


36 


E value 


7.0e-ll 


Match length 


118 


% identity 


83 


NCBI Description 


Zea mays basic leucii 




complete cds 


Seq. No. 


408555 


Seq. ID 


uC-osflM202090a04bl 


Method 


BLASTN 


NCBI GI 


gl408221 


BLAST score 


36 


E value 


6.0e-ll 


Match length 


76 


% identity 


87 



mRNA, 



NCBI Description 



Sorghum bicolor pathogenesis-related protein (PR-10) mRNA, 
complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408556 

uC-osflM202090a05bl 

BLASTX 

g5499713 

153 

3.0e-10 

59 
56 

(U78762) receptor-like kinase ARK1AS [Triticum aestivum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408557 

uC-osflM202090a06bl 

BLASTX 

gl323748 

158 

1.0e-10 

70 

46 

(U32430) thiol protease [Triticum aestivum] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



408558 

uC-osflM202090a08bl 

BLASTX 

g4691450 



52896 



BLAST score 


151 


E value 


7.0e-10 


Match length 


40 


% identity 


72 


NCBI Description 


(AB025796) endo-1, 4-beta glucanase [Populus alba] 


Seq. No. 


408559 


Seq. ID 


uC-osflM202090a09bl 


Method 


BLASTX 


urinT (~* T 

NLdI bl 


g4 U U DO O 0 


BLAST score 


335 


E value 


1.0e-31 


Match length 


87 


% identity 


78 


NCBI Description 


(Z99708) putative protein [Arabidopsis thaliana] 


Seq. No. 


408560 


Seq. ID 


uC-osflM202090al2bl 


Method 


BLASTN 


NCBI GI 


gll36123 


BLAST score 


35 


E value 


9.0e-ll 


Match length 


35 


% identity 


100 


NCBI Description 


O.sativa mRNA for alpha-tubulin (clone OSTA-274) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408561 

uC-osflM202090b04bl 

BLASTX 

g2497953 

224 

1.0e-22 

73 

79 

MOLYBDOPTERIN BIOSYNTHESIS CNX1 PROTEIN (MOLYBDENUM 
COFACTOR BIOSYNTHESIS ENZYME CNX1) >gi_1263314 (L47323) 
molybdenum cof actor biosynthesis enzyme [Arabidopsis 
thaliana] >gi_4469123_emb_CAB38312_ (AJ236870) molybdenum 
cofactor biosynthesis enzyme [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408562 

uC-osflM202090b06bl 

BLASTX 

g3047116 

554 

5.0e-57 

127 

80 

(AF058 919) No definition line found [Arabidopsis thaliana] 



Seq. No. 408563 

Seq. ID uC-osflM202090b07bl 

Method BLASTX 

NCBI GI g2827314 

BLAST score 443 

E value 6.0e-44 

Match length 88 



52897 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



97 

(AF042199) casein kinase [Oryza sativa] 
408564 

uC-osflM202090b08bl 

BLASTX 

gl076511 

555 

3.0e-57 

114 
92 

H+-transporting ATPase (EC 3.6.1.35) - kidney bean 
>gi_758250_emb_CAA597 99_ (X85804) H {+) -transporting ATPase 
[Phaseolus vulgaris] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



408565 

uC-osflM202090bllbl 

BLASTX 

g2182029 

687 

1.0e-72 

135 

98 

(Y13437) shaggy-like kinase etha 



(OSKetha) [Oryza sativa] 



408566 

uC-osflM202090c01bl 

BLASTX 

g4056477 

202 

3.0e-16 

51 
71 

(AC0058 96) putative RNA binding protein [Arabidopsis 
thaliana] 

408567 

uC-osflM202090c03bl 

BLASTX 

g585203 

142 

6.0e-09 

56 

54 

GLUTAMINE SYNTHETASE ROOT ISOZYME 3 (GLUTAMATE- -AMMONIA 

LIGASE) (GS112) >gi_4 81808_pir S39479 glut amate— ammonia 

ligase (EC 6.3.1.2) 1-3, cytosolic - maize 

>gi_434328_emb_CAA4 6721_ (X65928) glutamine synthetase [Zea 
mays] 

408568 

uC-osflM202090c05bl 

BLASTX 

g2498586 

472 

2.0e-47 

96 



52898 



• 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



MAJOR POLLEN ALLERGEN ORY S 1 PRECURSOR (ORY S I) 
>gi_1173557 (U31771) Ory s 1 [Oryza sativa] 

408569 

uC-osflM202090c06bl 

BLASTX 

g2501189 

533 

4.0e-60 

134 

90 

THIAMINE BIOSYNTHETIC ENZYME 1-1 PRECURSOR 

>gi_213014 6_pir S61419 thiamine biosynthetic enzyme thil-1 

- maize >gi_596078 (U17350) thiamine biosynthetic enzyme 
[Zea mays] 

408570 

uC-osflM202090c07bl 

BLASTX 

g4056477 

209 

1.0e-16 

51 
73 

(AC005896) putative RNA binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408571 

uC-osflM202090cllbl 

BLASTX 

g4415934 

161 

1.0e-21 

102 
54 

(AC006418) putative auxin response factor 1 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



408572 

uC-osflM202090d03bl 

BLASTX 

g5616313 

167 

8.0e-12 
43 

70 

(AF160977) zinc finger protein [Pisum sativum] 
408573 

uC-osflM202090d05bl 

BLASTX 

g482311 

320 

2.0e-29 

64 

100 



52899 



NCBI Description 



photosystem II oxygen-evolving complex protein 1 - rice 

(strain Nihonbare) >gi__739292_prf 2002393A oxygen-evolving 

complex protein 1 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408574 

uC-osflM202090d06bl 

BLASTX 

g3132470 

353 

2.0e-33 

125 

57 

(AC003096) unknown protein [Arabidopsis thaliana] 
408575 

uC-osflM202090d08bl 

BLASTX 

g3986289 

523 

2.0e-53 

126 

74 

(AB017357) L-Galactono-1, 4-lactone dehydrogenase [Ipomoea 
batatas] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408576 

uC-osflM202090d09bl 

BLASTN 

g4097337 

219 

1.0e-120 

344 

97 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 


408577 


Seq. ID 


uC-osflM202090dl0bl 


Method 


BLASTX 


NCBI GI 


g3885882 


BLAST score 


497 


E value 


2.0e-50 


Match length 


97 


% identity 


97 


NCBI Description 


( AFO 93 62 9 ) inorgani- 


Seq. No. 


408578 


Seq. ID 


uC-osflM202090dl2bl 


Method 


BLASTX 


NCBI GI 


g2662343 


BLAST score 


615 


E value 


4.0e-64 


Match length 


119 


% identity 


99 


NCBI Description 


(D63581) EF-1 alpha 


Seq. No. 


408579 



52900 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-osflM202090e01bl 

BLASTX 

g4558661 

375 

5.0e-36 

106 
65 

(AC007063) putative malate oxidoreductase (NAD) 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408580 

uC-osflM202090e08bl 

BLASTX 

gl848212 

391 

5.0e-38 

82 
44 

(Y11209) 
tabacum] 



protein disulf ide-isomerase precursor [Nicotiana 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408581 

uC-osflM202090e09bl 

BLASTN 

gl255684 

235 

1.0e-129 

247 
99 

Rice mRNA for aspartic protease, complete cds 
408582 

uC-osflM202090f02bl 

BLASTX 

g4417294 

176 

1.0e-12 

46 
67 

(AC007019) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408583 

uC-osflM202090f03bl 

BLASTX 

g2911058 

245 

8.0e-21 

97 
61 

(AL021961) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



408584 

uC-osflM202090f04bl 

BLASTX 

gl346109 

434 

5.0e-43 



52901 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



113 
74 

GUANINE NUCLEOT I DE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN (GPB-LR) (RWD) >gi_540535_dbj_BAA07404_ (D38231) 
RWD [Oryza sativa] 

408585 

uC-osflM202090f05bl 

BLASTX 

gll3497 

340 

5.0e-32 

94 

70 

AL PH A- GALACTO S I DAS E PRECURSOR (MELIBIASE) 
( ALPHA- D- GALACTOS I DE GALACTOHYDROLASE ) 

>gi_99880_pir S07472 alpha-galactosidase (EC 3.2.1.22) 

precursor - guar >gi_182 92_emb_CAA32772_ (X14619) 
alpha-galactosidase preproprotein [Cyamopsis tetragonoloba] 

408586 

uC-osflM202090f06bl 

BLASTX 

gl916290 

264 

5.0e-23 

104 

52 

(U89876) ALY [Mus musculus] 
408587 

uC-osflM202090fl0bl 

BLASTX 

g4104060 

619 

1.0e-64 

133 

86 

(AF031231) S222 [Triticum aestivum] 
408588 

uC-osflM202090fl2bl 

BLASTX 

g4514716 

165 

2.0e-ll 

75 
41 

(AB017533) EPc [Nicotiana tabacum] 
408589 

uC-osflM202090g01bl 

BLASTX 

gl730560 

501 

8.0e-51 
125 



52902 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



73 

ALPHA-GLUCAN PHOS PHORYLAS E , H ISOZYME (STARCH PHOSPHORYLASE 
H) >gi_510932_emb_CAA84 4 94_ (Z35117) alpha 1,4-glucan 
phosphorylase type H [Vicia faba] 

408590 

uC-osflM202090g02bl 

BLASTN 

g218171 

275 

1.0e-153 

275 
100 

Oryza sativa mRNA for type I light-harvesting chlorophyll 
a/b binding protein of photosystem II (LHCPII), complete 
cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



408591 

uC-osflM202090gl2bl 

BLASTX 

g3123270 

564 

4.0e-58 

109 

99 

4 OS RIBOSOMAL PROTEIN S4 
> gi_2 4 6333 5_emb_C AA7 5 2 4 2_ 
[Oryza sativa] 



(SCAR PROTEIN SS620) 
(Y15009) ribosomal protein S4 



408592 

uC-osflM202090h01bl 

BLASTX 

g3875417 

153 

3.0e-10 

98 
40 

(Z83223) cDNA EST EMBL:D35113 comes from this gene; cDNA 
EST yk230c6.5 comes from this gene [Caenorhabditis elegans] 

408593 

uC-osflM202090h03bl 

BLASTX 

g3915018 

640 

4.0e-67 

128 

97 

SUCROSE- PHOSPHATE SYNTHASE ( UDP-GLUCOSE-FRUCTOSE-PHOSPHATE 

GLUCOS YLTRANS FERASE ) >gi_2 1177 2 4_pir JC4 7 83 

sucrose-phosphate synthase (EC 2.4.1.14) - rice >gi_988270 
(U33175) sucrose phosphate synthase [Oryza sativa] 

408594 

uC-osflM202090h05bl 

BLASTX 

g4455169 



52903 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



325 

2.0e-30 

99 
59 

(AL035521) putative aldehyde dehydrogenase [Arabidopsis 
thaliana] 

408595 

uC-osflM2020 90h06bl 

BLASTX 

g3025468 

329 

9.0e-31 

110 
56 

(U76725) endo-beta-1, 4-glucanase [Pinus radiata] 
408596 

uC-osflM202090h07bl 

BLASTX 

g3142300 

174 

9.0e-13 

76 

47 

(AC002411) Contains similarity to pre-mRNA processing 
protein PRP39 gb_L29224 from S. cerevisiae. ESTs gb_R64908 
and gb_T88158, gb_N38703 and gb_AA651043 come from this 
gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



408597 

uC-osflM202090h08bl 

BLASTX 

g3355620 

287 

1.0e-25 

65 

86 

(AJ000235) partial sequence, homology to 
phosphoribosylf ormylglycinamidine synthase [Hordeum 
vulgare] 

408598 

uC-osflM202090hllbl 

BLASTX 

g232031 

291 

2.0e-26 

59 

95 

ELONGATION FACTOR 1-BETA' (EF-1-BETA 1 ) 

>gi_322851_pir S29224 translation elongation factor eEF-1 

beta 1 chain - rice >gi_218161_dbj_BAA02253_ (D12821) 
elongation factor 1 beta 1 [Oryza sativa] 

408599 

uC-osflM202090hl2bl 



52904 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



BLASTX 

g4006890 

221 

3.0e-18 

62 

74 

(Z99708) 



ubiquitin — protein ligase-like protein 



[Arabidopsis thaliana] 
408600 

uC-osflM202091a04bl 

BLASTN 

g5410347 

98 

2.0e-47 

409 

86 

Sorghum bicolor BAC clone 110K5, partial sequence 



408601 

uC-osflM202091a06bl 

BLASTX 

g4126809 

254 

2.0e-24 

63 

82 

(AB017042) glyoxalase 



I [Oryza sativa] 



408602 

uC-osflM202091al0bl 

BLASTX 

g5360953 

347 

8.0e-33 

86 

83 

(AJ225059) v-ATPase subunit D 



408603 

uC-osflM202091al2bl 

BLASTX 

g4126809 

706 

9.0e-75 

135 
54 

(AB017 042) glyoxalase 



[Arabidopsis thaliana] 



I [Oryza sativa] 



408604 

uC-osflM202091b03bl 

BLASTX 

g320618 

612 

1.0e-63 

134 

87 



52905 



NCBI Description 



chlorophyll a/b-binding protein I precursor - rice 
>gi_218172_dbj_RAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408605 

uC-osflM202091b04bl 

BLASTN 

gll36121 

35 

2.0e-10 

39 
97 

O. sativa mRNA for alpha-tubulin {clone OSTA-136) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408606 

uC-osflM202091b06bl 

BLASTX 

g4539004 

176 

4.0e-13 

68 

54 

(AL049481) putative protein kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408607 

uC-osflM202 091c01bl 

BLASTN 

gl041709 

121 

8.0e-62 

149 

95 

Oryza sativa expansin Os-EXP2 (Os-EXP2) 



mRNA, complete cds 



408608 

uC-osflM202091c09bl 

BLASTX 

g3341679 

174 

5.0e-13 

38 

76 

(AC003672) dynamin-like protein phragmoplastin 12 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408609 

uC-osflM202091cl0bl 

BLASTX 

g4587521 

197 

5.0e-15 

41 
80 

(AC007060) Identical to gb_D88748 AR411 gene from 
Arabidopsis thaliana. EST gb_T20672 comes from this gene 



52906 



€1 



Seq. No. 


408610 


Seq. ID 


uC-osflM202091cl2bl 


lit; luuu 


JJ±JiT.O J. /l 


NCBI GI 


gll36122 


BLAST score 


695 


E value 


2.0e-73 


Match length 


129 


% identity 


98 


NCBI Description 


(X91807) alfa-tubul. 


Seq. No. 


408611 


Seq. ID 


uC-osflM202091d01bl 


Method 


BLASTX 






BLAST score 


185 


E value 


2.0e-14 


Match length 


56 


% identity 


66 


NCBI Description 


(AC004684) putative 




thaliana] 


Seq. No. 


408612 


Seq. ID 


uC-osflM202091dl0bl 


Method 


BLASTX 


NCBI GI 


gl35414 


BLAST score 


214 


E value 


1.0e-17 


Match length 


47 


% identity 


89 



[Arabidopsis 



NCBI Description 



TUBULIN ALPHA- 2 CHAIN >gi_84374_pir S01053 tubulin alpha-2 

chain - Stylonychia lemnae (SGC5) >gi_578 4 92_emb_CAA30926_ 
(X12365) alpha-2-tubulin (AA 1 - 449) [Stylonychia lemnae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408613 

uC-osflM202091dllbl 

BLASTN 

gl661159 

231 

1.0e-127 

243 
99 

Oryza sativa chlorophyll a/b binding protein (kcdl895) 
mRNA, complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



408614 

uC-osflM202091dl2bl 

BLASTX 

g2662343 

231 

1.0e-19 

54 

85 

(D63581) EF-1 alpha [Oryza sativa] 
408615 

uC-osflM202091e05bl 



52907 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g5733874 

258 

2.0e-22 

120 

44 

(AC007932) F11A17. 



8 [Arabidopsis thaliana] 



408616 

uC-osflM202091e09bl 

BLASTN 

g5103728 • 

130 

1.0e-66 

146 

97 

Oryza sativa mRNA for knottedl-type homeobox protein OSH71, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 



408617 

uC-osflM202091f04bl 

BLASTX 

gll5772 

234 

4.0e-20 

51 
92 

CHLOROPHYLL A-B BINDING PROTEIN 1 PRECURSOR (LHCII TYPE I 

CAB-1) (LHCP) >gi_824 60_pir S03705 chlorophyll a/b-binding 

protein 1R precursor - rice >gi_20178_emb_CAA32108_ 
(X13908) chlorophyll a/b-binding preprotein (AA -31 to 235) 
[Oryza sativa] 

408618 

uC-osflM202091f07bl 

BLASTN 

g2443456 

48 

1.0e-18 

60 
95 

Oryza sativa ethylene responsive element binding protein 
<Os-EREBPl) mRNA, complete cds 

408619 

uC-osflM202091g01bl 

BLASTN 

gll73556 

37 

4.0e-12 

49 

94 

Oryza sativa Ory s 1 
408620 

uC-osflM202091g05bl 
BLASTX 



mRNA, complete cds 



52908 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3702332 
167 

6.0e-12 

52 
58 

(AC005397) unknown protein [Arabidopsis thaliana] 
408621 

uC-osflM202091g07bl 

BLASTN 

g474391 

77 

3.0e»35 

133 

89 

Hordeum vulgare L. (Alexis) mRNA for serine 
carboxypeptidase I 1-3 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408622 

uC-osflM202091h01bl 

BLASTX 

g3309243 

536 

2.0e-57 

115 

89 

(AF073507) aconitase-iron regulated protein 1 [Citrus 
limon] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408623 

uC-osflM202091h03bl 

BLASTN 

g6041757 

209 

1.0e-114 

245 
96 

Genomic Sequence For Oryza sativa Clone 10P20, Lemont 
Strain, Complete Sequence, complete sequence 

408624 

uC-osflM202091h08bl 

BLASTX 

gl31225 

407 

6.0e-40 

92 
87 

PHOTOS YSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



408625 

uC-osflM202092a02bl 

BLASTX 

g2117937 



52909 



o 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403 

1.0e-50 

151 
69 

UTP — glucose-l-phosphate uridylyltransf erase (EC 2.7.7, 
barley >gi_1212996_emb_CAA62689_ (X91347) UDP-glucose 
pyrophosphorylase [Hordeum vulgare] 

408626 

uC-osflM202092a03bl 

BLASTX 

gll68537 

325 

5.0e-30 

137 

44 

ASPARTIC PROTEINASE PRECURSOR >gi_82458_pir JS0732 

aspartic proteinase (EC 3.4.23.-) - rice 
>gi_218143_dbj_BAA02242_ (D12777) aspartic proteinase 
[Oryza sativa] 



9) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408627 

uC-osflM202092a05bl 

BLASTN 

g3819215 

42 

4.0e-14 

69 

90 

Hordeum vulgare partial mRNA; clone CMWG0706 



408628 

uC-osflM202092a08bl 

BLASTX 

gl076486 

171 

5.0e-12 

41 

73 

ciml protein - soybean >gi_555616 
induced message [Glycine max] 



(U03860) cytokinin 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



408629 

uC-osflM202092a09bl 

BLASTX 

g2781347 

176 

1.0e-12 

71 

52 

(AC003113) F2401.3 [Arabidopsis thaliana] 
408630 

uC-osflM202092al0bl 

BLASTN 

g5257255 

76 



52910 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-34 

239 

87 

Oryza sativa genomic DNA, chromosome 8, clone : P002 6F07 
408631 

uC-osflM202092allbl 

BLASTX 

gl871186 

637 

1.0e-66 

148 
79 

(U90439) protein kinase isolog [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408632 

uC-osflM202092b02bl 

BLASTN 

g5822826 

239 

1.0e-131 

243 

100 

Oryza sativa Dl gene for alpha-subunit of GTP-binding 
protein, wild type, partial sequence 

408633 

uC-osflM202092b03bl 

BLASTX 

gl661160 

309 

1.0e-36 

99 
80 

(U74295) chlorophyll a/b binding protein [Oryza sativa] 
408634 

uC-osflM202092b04bl 

BLASTX 

g6091756 

355 

1.0e-33 

110 
56 

(AC009327) putative peroxidase [Arabidopsis thaliana] 
408635 

uC-osflM202092b07bl 

BLASTX 

gl203832 

314 

9.0e-29 

100 
60 

(U46003) beta-D-glucan exohydrolase, isoenzyme ExoII 

[Hordeum vulgare] >gi_1588407_prf 2208395A beta-D-glucan 

exohydrolase [Hordeum vulgare] 



52911 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408636 

uC-osflM202092b08bl 

BLASTX 

gll8048 

623 

5.0e-65 

128 

95 

APOCYTOCHROME F PRECURSOR >gi_65615_pir CFRZ 

plastoquinol--plastocyanin reductase (EC 1.10, 
cytochrome f precursor - rice chloroplast 
>gi_12000_emb__CAA33961_ (X15901) cytochrome f 

sativa] >gi_226621_prf 1603356AU cytochrome i 

sativa] 



99.1) 

[Oryza 
: [Oryza 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408637 

uC-osflM202092b09bl 

BLASTX 

g6056373 

586 

2.0e-65 

140 

89 

(AC009894) elongation factor EF-2 



[Arabidopsis thaliana] 



408638 

uC-osflM202092bllbl 

BLASTX 

g2130080 

439 

1.0e-43 

109 

77 

Nrampl protein - rice >gi__1470320_bbs_177441 (S81897) 
OsNrampl=Nrampl homolog/Bcg product homolog [Oryza sativa, 
indica, cv. IR 36, etiolated shoots, Peptide, 517 aa] 
[Oryza sativa] >gi_2231132 (L41217) integral membrane 
protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408639 

uC-osflM202092bl2bl 

BLASTX 

gl707998 

707 

7.0e-75 

145 

93 

SERINE HYDROXYMETHYLTRANS FERASE , MITOCHONDRIAL PRECURSOR 
(SERINE METHYLASE) (GLYCINE HYDROXYMETHYLTRANS FERASE) 

(SHMT) >gi_481944_pir S 4 02 18 glycine 

hydroxymethyltransf erase (EC 2.1.2.1) - potato 
>gi_438247_emb_CAA81082_ (Z25863) glycine 
hydroxymethyltransf erase [Solanum tuberosum] 



Seq. No. 
Seq. ID 



408640 

uC-osflM202 092c05bl 



52912 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 
g2130069 
4 62 

3.0e-46 

103 
88 

catalase 



(EC 1.11.1.6) catA - rice 



precursor - rice 

type I light-harvesting 



Seq. No. 
Seq. ID 



>gi_1261858_dbj_BAA06232_ (D29966) catalase [Oryza sativa] 
408641 

uC-osflM202092c06bl 

BLASTX 

gl657843 

175 

2.0e-12 

52 
71 

(U73210) cold acclimation protein WCOR410b [Triticum 
aestivum] 

408642 

uC-osflM202092c07bl 

BLASTX 

g320618 

403 

1.0e-49 

125 
83 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ (D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

408643 

uC-osflM202092c08bl 

BLASTX 

g5668814 

425 

8.0e-42 

114 

69 

(AC007519) ESTs gb_H36253 and gb_AA04251 come from this 
gene. [Arabidopsis thaliana] 

408644 

uC-osflM202092c09bl 

BLASTX 

gl519251 

561 

8.0e-58 

114 

99 

(U65957) GF14-C protein [Oryza sativa] 
408645 

uC-osflM202092cl0bl 



52913 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 
g3176671 - 
334 

3.0e-32 

150 
52 

(AC004393) Contains similarity to hypothetical gene B0495.7 
gb_687822 from C. elegans cosmid gb_U21317. [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408646 

uC-osflM202092d01bl 

BLASTX 

gll3362 

402 

2.0e-39 

78 

96 

ALCOHOL DEHYDROGENASE 1 (SLOW-ALLELE) >gi_6590 l_pir DEILSP 

alcohol dehydrogenase (EC 1.1.1.1) 1-S - pearl millet 
>gi_20409_emb_CAA34 547_ (X16547) alcohol dehydrogenase (AA 
1-37 9) [Pennisetum americanum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408647 

uC-osflM2 02092d05bl 

BLASTX 

g3128180 

434 

8.0e-43 

105 
81 

(AC004521) citrate synthetase [Arabidopsis thaliana] 



408648 

uC-osflM202092d09bl 

BLASTX 

g4200165 

643 

2.0e-67 

141 

79 

(Y16262) neutral invertase 



[Daucus carota] 



408649 

uC-osflM202092e01bl 

BLASTX 

g587564 

195 

8.0e-15 

41 
85 

(X80235) mitochondrial processing peptidase [Solanum 
tuberosum] 



Seq. No. 
Seq. ID 

Method 



408650 

uC-osflM202092e04bl 
BLASTX 



52914 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2781433 
639 

3.0e-78 

162 

82 

(AF030052) RSWl-like cellulose synthase catalytic subunit 
[Oryza sativa subsp. japonica] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408651 

uC-osflM202092e07bl 

BLASTX 

g4415920 

162 

4.0e-ll 

94 

33 

(AC006282) putative glucosyl transferase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408652 

uC-osflM202092e08bl 

BLASTX 

gll67836 

339 

1.0e-32 

99 
66 

(Z68893) 
lanatus] 



protein with incomplete signal sequence [Holcus 



Seq. No. 


408653 


Seq. ID 


uC-osflM202092f02bl 


Method 


BLASTX 


NCBI GI 


g4467119 


BLAST score 


355 


E value 


7.0e-34 


Match length 


75 


% identity 


87 


NCBI Description 


(AL035538) Histone deacetyl, 


Seq. No. 


408654 


Seq. ID 


uC-osflM202092f06bl 


Method 


BLASTX 


NCBI GI 


g283008 


BLAST score 


731 


E value 


9.0e-78 


Match length 


139 


% identity 


99 


NCBI Description 


sucrose synthase (EC 2.4.1. 



>gi_2 036 6_emb_CAA4 6 0 1 7_ 
sativa] 



(X64770) 



rice 

sucrose synthase [Oryza 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



408655 

uC-osflM202092f08bl 

BLASTX 

gll5787 

389 



52915 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



1.0e-43 

113 

85 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

408656 

uC-osflM202092f09bl 

BLASTX 

g2443886 

220 

7.0e-18 

78 
58 

(AC002294) Unknown protein [Arabidopsis thaliana] 
408657 

uC-osflM202092fl0bl 

BLASTN 

g415314 

253 

1.0e-140 

366 

98 

Rice mRNA for NADP dependent malic enzyme , complete cds 
408658 

uC-osflM202092g01bl 

BLASTX 

gl29591 

284 

9.0e-26 

63 

89 

PHENYLALANINE AMMON I A- L YAS E >gi_2 95824_emb_CAA34226_ 
(X16099) phenylalanine ammonia-lyase [Oryza sativa] 

408659 

uC-osflM202092g05bl 

BLASTX 

g2281705 

717 

5.0e-76 

150 
91 

(AF013979) ethylene responsive factor [Oryza sativa] 
408660 

uC-osflM202092g07bl 

BLASTX 

g2293480 

331 

3.0e-31 
69 



52916 



o 



% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



93 

(AF011331) glycine-rich protein [Oryza sativa] 
408661 

uC-osflM2020 92gllbl 

BLASTX 

g6056399 

172 

4.0e-12 

152 
31 

(AC009324) AP2 domain containing protein RAP2.12 
[Arabidopsis thaliana] 

408662 

uC-osflM202092h03bl 

BLASTX 

g2642648 

377 

2.0e-36 

98 

78 

(AF033852) cytosolic heat shock 70 protein; HSC70-3 
[Spinacia oleracea] >gi_2660768 (AF034 616) cytosolic heat 
shock 70 protein [Spinacia oleracea] >gi_2660770 (AF034617) 
cytosolic heat shock 70 protein [Spinacia oleracea] 

408663 

uC-osflM2020 92h04bl 

BLASTX 

g4104220 

256 

3.0e-22 

101 
59 

(AF033538) caffeic acid O-methyltransf erase; LPOMT1 [Lolium 
perenne] 

408664 

uC-osflM202092h07bl 

BLASTX 

g3915039 

143 

3.0e-12 

67 
63 

SUGAR CARRIER PROTEIN C >gi_169718 (L08196) sugar carrier 
protein [Ricinus communis] 

408665 

uC-osflM202092h08bl 

BLASTX 

g5031281 

240 

2.0e-20 

52 

83 



52917 



NCBI Description 



(AF1394 99) unknown [Prunus armeniaca] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408666 

uC-osflM202092h09bl 

BLASTX 

g!15787 

491 

1.0e-49 

116 

85 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109__ 

(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 

[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408667 

uC-osflM202092hl0bl 

BLASTX 

g3212854 

263 

9.0e-23 

98 
55 

(AC004005) unknown protein [Arabidopsis thaliana] 
408668 

uC-osflM202094a01bl 

BLASTX 

g2980641 

606 

6.0e-65 

161 

75 

(Y11250) multi resistance protein [Arabidopsis thaliana] 
408669 

uC-osflM202094a02bl 

BLASTN 

gll67556 

116 

1.0e-58 

128 

98 

Oryza sativa glycine-rich cell wall protein (Angrp-1) gene, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408670 

uC-osflM202094a04bl 

BLASTX 

g2224663 

187 

6.0e-14 

129 

35 

(AB002359) KIAA0361 



[Homo sapiens] 



52918 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408671 

uC-osflM202094a05bl 

BLASTX 

g2407281 

583 

2.0e-60 

114 

96 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408672 

uC-osflM202094a07bl 

BLASTX 

g6006867 

175 

1.0e-12 

40 

78 

(AC009540) unknown protein [Arabidopsis thaliana] 
408673 

uC-osflM202094a08bl 

BLASTX 

gll68537 

312 

1.0e-28 

96 

64 

ASPARTIC PROTEINASE PRECURSOR >gi_824 58_pir JS0732 

aspartic proteinase (EC 3.4.23.-) - rice 
>gi_218143_dbj_BAA02242_ (D12777) aspartic proteinase 
[Oryza sativa] 

408674 

uC-osflM202094al0bl 

BLASTN 

g2407280 

68 

9.0e-30 

100 
92 

Oryza sativa ribulose 1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



408675 

uC-osflM202094allbl 

BLASTX 

g2194143 

182 

2.0e-13 

75 
51 

(AC002062) No definition line found [Arabidopsis thaliana] 
408676 

uC-osflM202094al2bl 



52919 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

S value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2746086 

411 

1.0e-40 

90 
90 

(AF025292) putative high-affinity potassium transporter 
[Hordeum vulgare] 

408677 

uC-osflM202094b01bl 

BLASTX 

g3128186 

213 

7.0e-17 

60 
65 

(AC004521) hypothetical protein [Arabidopsis thaliana] 
408678 

uC-osflM202094b02bl 

BLASTN 

g710307 

65 

4.0e-28 

105 
90 

Avena sativa victorin binding protein mRNA, complete cds 
408679 

uC-osflM202094b05bl 

BLASTX 

g3287270 

396 

2.0e-38 

121 

43 

(Y09533) involved in starch metabalism [Solanum tuberosum] 
408680 

uC-osflM202094b08bl 

BLASTX 

gl32105 

599 

4 ,0e-62 

140 
81 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 
(RUBISCO SMALL SUBUNIT C) >gi_68 094_pir_RKR2S9 
ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



52920 



€1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408681 

uC-osflM202094bllbl 

BLASTX 

g586797 

208 

1.0e-17 

118 
45 

HYPOTHETICAL 59.1 KD PROTEIN ZK637 . 



1 IN CHROMOSOME III 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408682 

uC-osflM202094c02bl 

BLASTX 

g5689613 

210 

1.0e-16 

83 
55 

(AJ242807) cellulase [Brassica napus] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408683 

uC-osflM202094c04bl 

BLASTX 

g2833378 

429 

1.0e-42 

103 
79 

HEXOKINASE >gi_619928 (U18754) hexokinase [Arabidopsis 

thaliana] >gi_1582383_prf 2118367A hexokinase [Arabidopsis 

thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408684 

uC-osflM202094c08bl 

BLASTX 

g478740 

160 

7.0e-ll 

30 
97 

phenylalanine amitionia-lyase (EC 4- 



1.3.5) 



rice 



408685 

uC-osflM202094c09bl 

BLASTX 

g4322327 

228 

1.0e-18 

148 

34 

(AF080545) peptide transporter [Nepenthes alata] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



408686 

uC-osflM202094cl0bl 

BLASTX 

g4689108 

193 



52921 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



1.0e-14 

94 
41 

(AF077030) hypothetical 43.2 kDa protein [Homo sapiens] 
>gi_4929577_gb_AAD3404 9.1_AF151812_l (AF151812) CGI-54 
protein [Homo sapiens] 

408687 

uC-osflM202094d01bl 

BLASTX 

g4539333 

214 

5.0e-17 

82 
62 

(AL035539) putative amino acid transport protein 
[Arabidopsis thaliana] 

408688 

uC-osflM202094d02bl 

BLASTX 

g585551 

195 

8.0e-15 

38 
87 

NUCLEOSIDE DIPHOSPHATE KINASE I (NDK I) (NDP KINASE I) 

>gi_6297 98_pir S43330 nucleoside-diphosphate kinase (EC 

2.7.4.6) - rice >gi_30384 9_dbj_BAA037 98_ (D16292) 
nucleoside diphosphate kinase [Oryza sativa] 

408689 

uC-osflM202094d03bl 

BLASTX 

g2499709 

697 

1.0e-73 

151 

87 

PHOSPHOLIPASE D 1 PRECURSOR (PLD 1} (CHOLINE PHOSPHATASE 1) 
(PHOSPHATIDYLCHOLINE-HYDROLYZING PHOSPHOLIPASE D 1) 
>gi_1020415_dbj_BAA11136_ (D73411) phospholipase D [Oryza 
sativa] >gi_1902903_dbj_BAA19467_ (AB001920) phospholipase 
D [Oryza sativa] 

408690 

uC-osflM202094d04bl 

BLASTN 

g538427 

34 

2.0e-09 

46 

93 

Oryza sativa ribosomal protein S16 mRNA, complete cds 
408691 

uC-osflM202094d07bl 



52922 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4467126 

173 

2.0e-12 

128 
27 

(AL035538) 



guanine nucleotide-exchange protein-like 



[Arabidopsis thaliana] 
408692 

uC-osflM202094d!0bl 

BLASTX 

gll72818 

608 

3.0e-63 

123 

98 

40S RIBOSOMAL PROTEIN S16 >gi_538428 (L36313) ribosomal 

protein S16 [Oryza sativa] >gi_1096552_prf 2111468A 

ribosomal protein S16 [Oryza sativa] 

408693 

uC-osflM202094dllbl 

BLASTX 

gll68972 

419 

4.0e-41 

144 

62 

ATP-DEPENDENT CLP PROTEASE ATP-BINDING SUBUNIT CLPA 

PRECURSOR >gi_480969_pir S37557 clpA protein - rape 

(fragment) >gi_406311_emb_CAA53077_ (X75328) clpA [Brassica 
napus] 

408694 

uC-osflM202094e01bl 

BLASTX 

g4580472 

438 

1.0e-43 

103 

74 

(AC006081) DNA binding protein; similar to CDC27 and nuclear 
scaffold proteins [Arabidopsis thaliana] 

408695 

uC-osflM202094e03bl 

BLASTX 

gl703053 

177 

3.0e-13 

52 

56 

ACTIVATOR 1 40 KD SUBUNIT (REPLICATION FACTOR C 40 KD 
SUBUNIT) (Al 40 KD SUBUNIT) (RF-C 40 KD SUBUNIT) (RFC40) 

>gi_2134397_pir 150704 replication factor C/activator 1 

subunit - chicken >gi_527669 (U12438) replication factor 



52923 



C/activator 1 subunit [Gallus gallus] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408696 

uC-osflM202094e05bl 

BLASTX 

g5257279 

537 

6.0e-55 

134 

73 

(AP000364) Similar to Transposon MAGGY gag and pol gene 
homologues. (L35053) [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



408697 

uC-osflM2020 94e09bl 

BLASTX 

g478420 

233 

2.0e-19 

61 
80 



NCBI Description homeobox 1 protein OSH1 - rice 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408698 

uC-osflM202094el0bl 

BLASTX 

g320618 

418 

5.0e-41 

131 

66 

chlorophyll a/b-binding protein I precursor - rice 
>gi__218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227 611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408699 

uC-osflM202094ellbl 

BLASTX 

g3522946 

264 

6.0e-23 

125 

42 

(AC004411) putative cytochrome P450 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408700 

uC-osflM202094el2bl 

BLASTX 

g2293480 

457 

2.0e-45 

131 

73 

(AF011331) glycine-rich protein [Oryza sativa] 



52924 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408701 

uC-osflM202094f02bl 

BLASTX 

g4008159 

181 

2.0e-13 

44 
75 

(AB015601) DnaJ homolog [Salix gilgiana] 



408702 

uC-os flM2 0 2 0 94 f 0 3b 1 

BLASTN 

g3135542 

106 

5.0e-53 

110 

99 

Oryza sativa aquaporin 



(PIP2a) mRNA, complete cds 



408703 

uC-osflM202094f05bl 

BLASTX 

g5596475 

195 

6.0e-15 

61 

54 

(AL096882) peroxidase ATP19a [Arabidopsis thaliana] 
408704 

uC-osflM202094f06bl 

BLASTX 

g2117937 

440 

1.0e-43 

133 
67 

UTP — glucose-l-phosphate uridylyltransf erase (EC 2.7.7.9) 
barley >gi_1212996_emb_CAA6268 9_ (X91347) UDP-glucose 
pyrophosphorylase [Hordeum vulgare] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408705 

uC-osflM202094f07bl 

BLASTX 

g3850816 

203 

3.0e-16 

37 

97 

(Y18348) 
sativa] 



U2 snRNP auxiliary factor, small subunit [Oryza 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



408706 

uC-osflM202094f09bl 

BLASTX 

g4033469 



52925 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



162 

5.0e-ll 

37 
73 

ARGININE/SERINE-RICH SPLICING FACTOR RSP41 
>gi_1707370_emb_CAA67799_ (X99436) splicing factor 
[Arabidopsis thaliana] 

408707 

uC-osflM202094fl0bl 

BLASTX 

g4678586 

304 

1.0e-27 

112 

54 

(AJ132438) GA 2-oxidase [Phaseolus coccineus] 



408708 

uC-osflM202094fl2bl 

BLASTX 

g3746581 

613 

8.0e-64 

137 

85 

(AF0 62403) glutathione 



S-transf erase II [Oryza sativa] 



408709 

uC-osflM202094g01bl 

BLASTX 

g2827552 

189 

2.0e-14 

48 
75 

(AL021635) predicted protein [Arabidopsis thaliana] 
408710 

uC-osflM202094g0 6bl 

BLASTN 

g2618602 

37 

3.0e-ll 

85 
86 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MSJ1, complete sequence 

408711 

uC-osflM202094g07bl 

BLASTX 

g22240 

638 

1.0e-66 

167 
76 



52926 



NCBI Description 



(X07157) GADPH (383 AA) [Zea mays] 



Seq. No. 


408712 


Seq. ID 


uC-osflM202094g08bl 


Method 


BLASTX 


NCBI bl 


gioi / /z 


BLAST score 


610 


E value 


2.0e-63 


Match length 


130 


% identity 


95 


NCBI Description 


4 OS RIBOSOMAL PROTEIN S14 (( 




>gi_82723_pir A30097 ribos< 




maize 


Seq. No. 


408713 


beq. iu 




Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


731 


E value 


1.0e-77 


Match length 


147 


% identity 


94 


NCBI Description 


(AF061577) chlorophyll a/b ] 


Seq. No. 


408714 


Seq. ID 


uC-os tlMzUzUy4n(JlJol 


Method 


BLASTN 


NCBI GI 


g600768 


BLAST score 


35 


E value 


4.0e-10 


Match length 


75 


% identity 


87 


NCBI Description 


Oryza sativa cyclophilin 2 


Seq. No. 


408715 


Seq. ID 


uL-ostiMzuzu y^nuzoi 


Method 


BLASTX 


NCBI GI 


g4006978 


BLAST score 


181 


E value 


3.0e-13 


Match length 


88 


% identity 


39 


NCBI Description 


(AJ131335) pollen allergen 


Seq. No. 


408716 


Seq. ID 


uC-osrlMzUzUy4n(JoDl 


Method 


BLASTX 


NCBI GI 


g5360953 


BLAST score 


269 


E value 


1.0e-23 


Match length 


64 


% identity 


88 


NCBI Description 


(AJ225059) v-ATPase subunit 


Seq. No. 


408717 


Seq. ID 


uC-osflM202094h04bl 


Method 


BLASTX 



CLONE MCH1) 



(clone MCH1) 



(Cyp2) mRNA, complete cds 



[Cynodon dactylon] 



D [Arabidopsis thaliana] 



52927 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



g4539359 
241 

4.0e-20 

66 

64 

(AL049525) 



putative protein [Arabidopsis thaliana] 



408718 

uC-osflM202094h06bl 

BLASTX 

g4337178 

386 

3.0e-37 

129 

60 

(AC006416) T31J12.5 



[Arabidopsis thaliana] 



408719 

uC-osflM202094h07bl 

BLASTX 

g6006379 

325 

3.0e-30 

112 

52 

(AP000559) ESTs AU078277 (S1084 ) , AU078273 (S13585) , 
D47857 (S13585) correspond to a region of the predicted 
gene.; Similar to Caenorhabditis elegans cosmid C15H9; 
hypothetical protein (U56965) [Oryza sativa] 

408720 

uC-osflM202094h09bl 

BLASTX 

gl518540 

529 

5.0e-54 

116 

87 

(U53418) UDP-glucose dehydrogenase [Glycine max] 
408721 

uC-osflM202094hl0bl 

BLASTX 

g3450893 

368 

2.0e-44 

106 
89 

(AF084005) ras-like small monomeric GTP-binding protein 
[Avena fatua] 

408722 

uC-osflM202094hl2bl 

BLASTX 

g3915039 

252 

1.0e-21 



52928 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 
55 

SUGAR CARRIER PROTEIN C >gi_169718 (L08196) sugar carrier 
protein [Ricinus communis] 

408723 

uC-osflM202095a02bl 

BLASTX 

g4415931 

504 

4.0e-51 

150 

65 

(AC006418) unknown protein [Arabidopsis thaliana] 
>gi_4559393_gb_AAD23053. 1_AC006526_18 (AC006526) unknown 
protein [Arabidopsis thaliana] 

408724 

uC-osflM202095a06bl 

BLASTX 

gll77047 

299 

3.0e-27 

56 

95 

14 KD ZINC-BINDING PROTEIN (PROTEIN KINASE C INHIBITOR) 
(PKCI) >gi_629857_pir S44158 protein kinase C inhibitor - 



maize >gi_473187_emb_CAA82751_ 
inhibitor [Zea mays] 



(Z29643) protein kinase C 



408725 

uC-osflM202095a09bl 

BLASTX 

g4582467 

335 

2.0e-31 

105 

60 

(AC007071) putative calcium dependent protein kinase; 
contains protein kinase domain [Arabidopsis thaliana] 
>gi_4589951__gb_AAD26469.1_AC007169_l (AC007169) putative 
calcium-dependent protein kinase [Arabidopsis thaliana] 

408726 

uC-osflM202095b01bl 

BLASTX 

g3152588 

234 

2.0e-19 

77 
57 

(AC002986) Contains similarity to Cf-2.2 gene gb_U42445 
from Solanum pimpinellif olium. [Arabidopsis thaliana] 



Seq. No, 
Seq. ID 
Method 



408727 

uC-osflM202095b02bl 
BLASTX 



52929 



NCBI GI 


gz / bOoZ 1 


BLAST score 


252 


E value 


1.0e-21 


Match length 


59 


% identity 


76 


NCBI Description 


(AC002130) F1N21.12 [Arabidopsis thaliana] 


Seq. No. 


408728 


Seq. ID 


uC-osflM202095b04bl 


Method 


BLASTX 


NCBI GI 


goUobo / 5 


BLAST score 


706 


E value 


9.0e-75 


Match length 


151 


% identity 


88 


NCBI Description 


(AC009894) elongation factor EF-2 [Arabidopsis thai: 


Seq. No. 


408729 


Seq. ID 


uC-osflM202095b08bl 


Method 


BLASTX 


NCBI GI 


gz34 4 o 9 / 


BLAST score 


150 


E value 


9.0e-14 


Match length 


87 


% identity 


48 


NCBI Description 


(AC002388) unknown protein [Arabidopsis thaliana] 


Seq. No. 


408730 


Seq. ID 


uC-osflM202095b09bl 


Method 


BLASTX 


NCBI GI 


gl710841 


BLAST score 


514 


E value 


3 . Oe-52 


Match length 


116 


% identity 


84 


NCBI Description 


ADENOS YLHOMOCYSTEINASE ( S-ADENOS YL-L-HOMOCYSTEINE 


HYDROLASE) (ADOHCYASE) >giJ75824 7__emb_CAA56278_ (X7 




S-adenosylhomocysteine hydrolase [Phalaenopsis sp.] 


Seq. No. 


408731 


Seq. ID 


uC-osflM202095bl2bl 


Method 


BLASTX 


NCBI GI 


g3935141 


BLAST score 


370 


E value 


2.0e-35 


Match length 


143 


% identity 


48 


NCBI Description 


(AC005106) T25N20.5 [Arabidopsis thaliana] 


Seq. No. 


408732 


Seq. ID 


uC-osflM202095c01bl 


Method 


BLASTX 


NCBI GI 


gl076809 


BLAST score 


749 


E value 


9.0e-80 


Match length 


156 


% identity 


94 



52930 



NCBI Description 



H+-transporting ATPase (EC 3.6.1.35) - maize 
>gi_758355_emb_CAA59800_ (X85805) H (+) -transporting ATPase 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



408733 

uC-osflM202095c03bl 

BLASTX 

g3128180 

597 

5.0e-62 

142 

82 

(AC004521) citrate synthetase [Arabidopsis thaliana] 
408734 

uC-osflM202095c04bl 

BLASTX 

g320618 

681 

9.0e-72 

145 

89 

chlorophyll a/b-binding protein I precursor - rice 
>gi_218172_dbj_BAA00536__ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227 611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

408735 

uC-osflM202095c08bl 

BLASTX 

g3757514 

167 

8.0e-13 

75 
59 

(AC005167) putative plasma membrane intrinsic protein 
[Arabidopsis thaliana] 

>gi_4581129_gb_AAD24619.1_AC005825_26 (AC005825) putative 
plasma membrane intrinsic protein [Arabidopsis thaliana] 

408736 

uC-osflM202095cl0bl 

BLASTX 

gl346109 

706 

8.0e-77 

153 
97 

GUANINE NUCLEOTI DE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN (GPB-LR) (RWD) >gi__54 0535_dbj_BAA07404__ (D38231) 
RWD [Oryza sativa] 

408737 

uC-osflM202095d03bl 

BLASTX 

gl917019 



52931 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



805 

3.0e-86 

161 

94 

(U92045) ribosomal protein 36 RPS6-1 [Zea mays] 
408738 

uC-osflM202095d04bl 

BLASTX 

g5031281 

318 

3.0e-29 

98 

63 

(AF1394 99) unknown [Prunus armeniaca] 
408739 

uC-osflM202095d07bl 

BLASTX 

gl32105 

784 

8.0e-84 

167 
89 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_680 94_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_db j_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

408740 

uC-osflM202095d08bl 

BLASTX 

g3258575 

183 

2.0e-13 

48 
71 

(U89959) Hypothetical protein [Arabidopsis thaliana] 
408741 

uC-osflM202095d09bl 

BLASTX 

g4455351 

605 

8.0e-63 

166 

67 

(AL035524) putative protein [Arabidopsis thaliana] 
408742 

uC-osflM202095e02bl 
BLASTX 



52932 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g322854 
454 

2.0e-45 

89 

99 

pollen-specific protein - rice >gi_20310_emb_CAA788 97_ 
(Z16402) pollen specific gene [Oryza sativa] 



Seq. No. 


408743 


Seq. ID 


uC-osflM202095e05bl 


Method 


BLAST N 


NCBI GI 


gl67099 


BLAST score 


60 


E value 


4.0e-25 




o 0 


% identity 


92 


NCBI Description 


Hordeum vulgare seed imbiti 




complete cds 


Seq. No. 


408744 


Seq. ID 


uC-osflM202095e07bl 


Method 


BLASTX 


NCBI GI 


g3482921 


BLAST score 


212 


E value 


Q A— -i n 

y . ue— i / 


Match length 


81 


% identity 


49 


NCBI Description 


(AC003970) Unknown protein 


Seq. No. 


408745 


Seq. ID 


uC-osflM202095ellbl 


Method 


BLASTX 


NCBI GI 


g4467125 


BLAST score 


218 


E value 


1.0e-17 


Ayr ^ -f- r* lr> 1 An <t+- V~i 

riaLcn lengtn 


d y 


% identity 


65 


NCBI Description 


(AL035538) putative protein 


Seq. No. 


408746 


Seq. ID 


uC-osflM202095el2bl 


Method 


BLASTN 


NCBI GI 


g6041757 


BLAST score 


243 


E value 


1.0e-134 


Match length 


339 


% identity 


93 


NCBI Description 


Genomic Sequence For Oryza : 




Strain, Complete Sequence, < 


Seq. No. 


408747 


Seq. ID 


uC-osflM202095f01bl 


Method 


BLASTX 


NCBI GI 


g3202030 


BLAST score 


197 


E value 


4.0e-15 


Match length 


75 



(Sipl) gene, 



52933 



o 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



56 

(AF069318) geranylgeranyl hydrogenase [Mesembryanthemurrt 
crystallinum] 

408748 

uC-osflM202095f05bl 

BLASTX 

gl37460 

217 

2.0e-17 

126 
64 

VACUOLAR ATP SYNTHASE CATALYTIC SUBUNIT A (V-ATPASE 69 KD 

SUBUNIT) >gi_67 952_pir PXPZV9 H+-transporting ATPase (EC 

3.6,1.35), vacuolar, 69K chain - carrot >gi_167560 (J03769) 
vacular H+- ATPase [Daucus carota] 

408749 

uC-osflM202095f07bl 

BLASTX 

g3126854 

512 

5.0e-55 

109 

100 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 
408750 

uC-osflM202095f08bl 

BLASTX 

g5669650 

328 

1.0e-30 

115 

57 

(AF096260) ER66 protein [Lycopersicon esculentum] 
408751 

uC-osflM202095fl0bl 

BLASTX 

gl777312 

376 

2.0e-38 

116 

72 

(D30622) novel serine/threonine protein kinase [Arabidopsis 
thaliana] 

408752 

uC-osflM202095fl2bl 

BLASTX 

g4454031 

159 

1.0e-10 

64 
48 

(AL035394) putative protein [Arabidopsis thaliana] 



52934 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408753 

uC-osflM202095g01bl 

BLASTX 

g600771 

205 

6.0e-16 

43 
98 

(L35844) G protein alpha subunit 



408754 

uC-osflM2020 95g02bl 

BLASTX 

g4138290 

573 

4.0e-59 

130 

83 

(AJ005841) thioredoxin 



[Oryza sativa] 



M [Oryza sativa] 



408755 

uC-osflM202095g05bl 

BLASTX 

g3790188 

351 

4.0e-33 

104 

66 

(Y14431) 
tabacum] 



NAD-dependent isocitrate dehydrogenase [Nicotiana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



408756 

uC-osflM202095g06bl 

BLASTX 

g4914429 

297 

2.0e-29 

136 

54 

(AL050351) SEC14-like protein [Arabidopsis thaliana] 



408757 

uC-osflM202095g07bl 

BLASTX 

gl854378 

818 

8.0e-88 

173 

90 

(AB001338) Sucrose-Phosphate Synthase 
of f icinarum] 



[Saccharum 



408758 

uC-osflM202095g09bl 

BLASTX 

g4884860 



52935 




BLAST score 


163 


E value 


3.0e-ll 


Match length 


29 


% identity 


100 


NCBI Description 


(AF133118) nucleic acid binding protein [Oryza sativs 


Seq. No. 


408759 


Seq. ID 


uC-osflM202095gl0bl 


Method 


BLASTX 


NCBI GI 


g2911072 


BLAST score 


443 


E value 


7.0e-44 


Match length 


156 


% identity 


58 


NCBI Description 


(AL021960) putative protein [Arabidopsis thaliana] 


Seq. No. 


408760 


Seq. ID 


uC-osflM202095gllbl 


Method 


BLASTX 


NCBI GI 


g3341513 


BLAST score 


456 


E value 


2.0e-45 


Match length 


116 


% identity 


72 


NCBI Description 


(AJ231135) cinnamyl alcohol dehydrogenase [Saccharum 




of f icinarum] 


Seq. No. 


408761 


Seq. ID 


uC-osflM202095h02bl 


Method 


BLASTX 


NCBI GI 


g4455359 


BLAST score 


219 


E value 


8.0e-18 


Match length 


117 


% identity 


41 


NCBI Description 


(AL035524) putative protein [Arabidopsis thaliana] 


Seq. No. 


408762 


Seq. ID 


uC-osflM202095h04bl 


Method 


BLASTX 


NCBI GI 


g4467145 


BLAST score 


236 


E value 


1.0e-19 


Match length 


93 


% identity 


51 


NCBI Description 


(AL035540) farnesylated protein (ATFP6) [Arabidopsis 




thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408763 

uC-osflM202095h05bl 

BLASTN 

g571505 

113 

6.0e-57 

164 

95 

Oryza sativa clone SI2 sucrose-regulated mRNA sequence 



52936 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408764 

uC-osflM202095h07bl 

BLASTX 

g5302811 

308 

4.0e-28 

120 

57 

(Z97342) putative serine protease-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408765 

uC-osflM202095h08bl 

BLASTX 

g4836883 

222 

3.0e-18 

71 
51 

(AC007260) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408766 

uC-osflM202095hl0bl 

BLASTX 

gl32105 

498 

2.0e-50 

109 

84 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi__68 0 94_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj__BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408767 

uC-osflM202095hllbl 

BLASTN 

g6041757 

446 

0.0e+00 

450 

100 

Genomic Sequence For Oryza sativa Clone 10P20, Lemont 
Strain, Complete Sequence, complete sequence 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



408768 

uC-osflM202096a01bl 

BLASTX 

g4098521 

458 



52937 



E value 
Match length 
% identity 
NCBI Description 



7.0e-63 

143 

79 

(U79160) HMG-CoA synthase [Arabidopsis thaliana] 
>gi_4098523 (U79161) HMG-CoA synthase [Arabidopsis 
thaliana] >gi_5002517_emb_CAB44320 . 1_ (AL078606) 
hydroxymethylglutaryl-CoA synthase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408769 

uC-osflM202096a03bl 

BLASTX 

gl346501 

206 

9.0e-17 

53 

72 

MALATE DEHYDROGENASE, 



GLYOXYSOMAL PRECURSOR 



408770 

uC-osflM202096a07bl 

BLASTX 

gl655679 

405 

4.0e-56 

131 
80 

(X9638 6) 3-hydroxy-3-methylglutaryl-CoA-synthase 
sylvestris] 



[Pinus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408771 

uC-os f 1M2 0 2 0 9 6b 0 lb 1 

BLASTN 

g3075487 

114 

2.0e-57 

122 

98 

Oryza sativa chlorophyll a/b-binding protein (RCABP69) 
mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



408772 

uC-osflM202096b02bl 

BLASTX 

g2231312 

569 

1.0e-58 

124 
88 

(U75603) AtRabl8 [Arabidopsis thaliana] 
408773 

uC-osflM202096b04bl 

BLASTX 

gl362162 

213 

4.0e-17 

48 



52938 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



81 

beta-glucosidase BGQ60 precursor - barley >gi_804656 
(L41869) beta-glucosidase [Hordeum vulgare] 

408774 

uC-osflM202096b05bl 

BLASTN 

g6006355 

173 

1.0e-92 

173 

100 

Oryza sativa genomic DNA, chromosome 6, clone : P04 93C11 
408775 

uC-osflM202096b07bl 

BLASTN 

g21843 

39 

1.0e-12 

73 
89 

Wheat PsbO mRNA for 33kDa oxygen evolving protein of 
photosystem II 

408776 

uC-osflM202096bl0bl 

BLASTN 

g5734616 

145 

4.0e-76 

145 

100 

Oryza sativa genomic DNA, chromosome 6, clone : P0538C01 
408777 

uC-osflM202096bllbl 

BLASTN 

g6006355 

101 

8.0e-50 

153 
92 

Oryza sativa genomic DNA, chromosome 6, clone : P04 93C11 
408778 

uC-osflM202096bl2bl 

BLASTX 

gl429226 

148 

1.0e-09 

80 

42 

(X98861) TFIIA [Arabidopsis thaliana] 
408779 

uC-osflM202096c03bl 



52939 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4835797 

237 

2.0e-20 

69 

64 

(AC007296) Strong similarity to gb_U61231 cytochrome P450 
from Arabidopsis thaliana and is a member of the PF__00067 
Cytochrome P450 family. ESTs gb_Z3077 5 and gb__Z3077 6 come 
from this gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408780 

uC-osflM202096c04bl 

BLASTX 

gl321661 

635 

2.0e-66 

124 

100 

(D45423) ascorbate peroxidase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408781 

uC-osflM202096cllbl 

BLASTX 

g5733874 

264 

7.0e-23 

130 

45 

(AC007932) F11A17.8 [Arabidopsis thaliana] 
408782 

uC-osflM202096cl2bl 

BLASTX 

gl362162 

214 

2.0e-17 

52 
77 

beta-glucosidase BGQ60 precursor - barley >gi_804 656 
(L41869) beta-glucosidase [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408783 

uC-osflM202096d02bl 

BLASTX 

gl32005 

690 

8.0e-73 

149 

89 

RIBULOSE BISPHOSPHATE CARBOXYLASE LARGE CHAIN PRECURSOR 

(RUBISCO LARGE SUBUNIT) >gi_68145 _pir RKRZL 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) large chain 
precursor - rice chloroplast >gi_11992_emb_CAA34 004_ 

(X15901) rbcL; RuBisCO large subunit [Oryza sativa] 
>gi_344017_dbj_BAA00147_ (D00207) ribulose 1, 5-bisphosphate 
carboxylase large subunit [Oryza sativa] 



52940 



>gi_226613_j?rf 1603356AK ribulose bisphosphate carboxylase 

oxygenase L [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408784 

uC-osflM202096d08bl 

BLASTN 

g476751 

39 

5.0e-13 

95 

85 

Oryza sativa chloroplast rubisco large subunit (rbcL) mRNA, 
complete cds 

408785 

uC-osflM202096dl2bl 

BLASTX 

gl321661 

243 

1.0e-20 

77 

64 

(D45423) ascorbate peroxidase [Oryza sativa] 
408786 

uC-osflM202096e01bl 

BLASTN 

g5295983 

43 

6.0e-15 

63 
92 

Oryza sativa mRNA for MADS box-like protein, complete cds, 
clone:E31864 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408787 

uC-osflM202096ellbl 

BLASTN 

g20177 

150 

4.0e-79 

170 

97 

Rice cablR gene for light harvesting chlorophyll 
a/b-binding protein 

408788 

uC-osflM202096f04bl 

BLASTX 

g2921830 

218 

2.0e-32 

116 

59 

(AF047031) IAA-amino acid hydrolase [Arabidopsis thaliana] 



Seq. No. 



408789 



52941 



HI 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-osflM202096f05bl 

BLASTX 

g547712 

282 

5.0e-25 

98 
75 

EUKARYOTIC INITIATION FACTOR 4A (EIF-4A) 

>gi_542153_pir S38358 translation initiation factor eIF-4A 

- rice >gi_303844_dbj_BAA02152_ (D12627) eukaryotic 
initiation factor 4A [Oryza sativa] 



408790 

uC-osflM202096g02bl 

BLASTN 

g4097337 

247 

1.0e-136 

356 
98 

Oryza sativa metallothionein-like protein mRNA, 
cds 



complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 



408791 

uC-osflM202 096g03bl 

BLASTX 

g2505877 

188 

6.0e-14 

147 

41 

(Y12776) dehydrogenase [Arabidopsis thaliana] 
408792 

uC-osflM202096g05bl 

BLASTN 

gl235564 

144 

2.0e-75 

163 

98 

0. sativa mRNA for hoxl protein 
408793 

uC-osflM202096g06bl 

BLASTN 

gl070353 

58 

3.0e-24 

66 

97 

H.vulgare mRNA for Hvl4-3-3b 
408794 

uC-osflM202096g07bl 

BLASTX 

g629783 



52942 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286 

1.0e-25 

76 

70 

ES43 protein - barley >gi_1345528_emb_CAA54 682_ (X77575) 
ES43 [Hordeum vulgare] 

408795 

uC-osflM202096g08bl 

BLASTN 

g4097337 

63 

6.0e-27 

182 

92 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408796 

uC-osflM202096gl2bl 

BLASTX 

g3559811 

196 

4.0e-20 



63 

(AJ010735) 



grl-protein [Arabidopsis thaliana] 



408797 

uC-osflM202096h03bl 

BLASTX 

g4321401 

166 

2.0e-ll 

43 
63 

(AF047353) LIM domain protein PLIM-2 [Helianthus annuus] 
408798 

uC-osflM202096h06bl 

BLASTX 

gll9150 

166 

4.0e-12 

48 

67 

ELONGATION FACTOR 1 -ALPHA (EF-1-ALPHA) 

>gi_82081_pir S10507 translation elongation factor eEF-1 

alpha chain - tomato >gi_19273__emb_CAA32618_ (X14449) EF 
1-alpha (AA 1-448) [Lycopersicon esculentum] 
>gi_295810_emb_CAA37212_ (X53043) elongation factor 1-alpha 
[Lycopersicon esculentum] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



408799 

uC-osflM202096h08bl 

BLASTX 

g4726116 



52943 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158 

2.0e-10 

61 
49 

(AC006436) hypothetical protein [Arabidopsis thaliana] 
408800 

uC-osflM202096h09bl 

BLAST X 

g4321401 

263 

6.0e-23 

62 

36 

(AF047353) LIM domain protein PLIM-2 [Helianthus annuus] 
408801 

uC-osflM202096hl2bl 

BLASTX 

gl00347 

145 

3.0e-09 

82 

41 

monosaccharide transport protein MST1 - common tobacco 
>gi_19885_emb_CAA47324__ (X66856) monosaccharid transporter 
[Nicotiana tabacum] 

408802 

uC-osflM202097a02bl 

BLASTX 

gl29708 

482 

2.0e-48 

139 
68 

PROTOCHLOROPHYLL I DE REDUCTASE PRECURSOR (PCR) 

( NADPH- PROTOCHLOROPH YLLI DE OXI DOREDUCTASE ) 

>gi_82417_pir S04783 protochlorophyllide reductase (EC 

1.3.1.33) precursor - barley >gi_19061_emb_CAA3387 9_ 

(X15869) precursor peptide (AA -74 to 314) [Hordeum 

vulgare] >gi_227065_prf 1613 4 34A protochlorophyllide 

oxidoreductase [Hordeum vulgare var. distichum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408803 

uC-osflM202097a04bl 

BLASTX 

g586082 

272 

9.0e-30 

104 

70 

TRANS -CINNAMATE 4 -MONOOX YGENAS E (CINNAMIC ACID 

4 -HYDROXYLASE) (CA4H) (C4H) (P450C4H) (CYTOCHROME P450 73) 

>gi_322722_pir JC1458 trans-cinnamate 4-monooxygenase (EC 

1.14.13.11) cytochrome P450 C4H - mung bean >gi__169325 
(L07634) cinnamate 4-hydroxylase [Phaseolus aureus] 



52944 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408804 

uC-osflM202097a05bl 

BLASTX 

g3377797 

282 

4.0e-45 

139 
70 

(AF075597) Similar to 60S ribosome protein L19; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H36046; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408805 

uC-osflM202097a07bl 

BLASTX 

g2673917 

4 67 

9.0e-47 

125 

74 

(AC002561) 
thaliana] 



putative ATP-dependent RNA helicase [Arabidopsis 



408806 

uC-osflM202097a09bl 

BLASTX 

g3293031 

191 

9.0e-30 

96 
74 

(AJ007574) amino acid carrier [Ricinus communis] 
408807 

uC-osflM202097al0bl 

BLASTX 

g6016698 

265 

5. 0e-23 

101 

59 

(AC009991) hypothetical protein [Arabidopsis thaliana] 
408808 

uC-osflM202097b01bl 

BLASTX 

g2331133 

321 

9.0e-30 

80 
81 

(AF010580) glycine-rich protein [Oryza sativa] 



Seq. No. 



408809 



52945 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-osflM202097b03bl 

BLASTX 

g2244813 

198 

4.0e-15 

84 
48 

(Z97336) acylaminoacyl-peptidase like protein [Arabidopsis 
thaliana] 

408810 

uC-osflM202097b04bl 

BLASTX 

gl362086 

359 

5.0e-34 

78 
85 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_212 9919_pir S 65 957 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_886471_emb_CAA58474_ (X83499) methionine synthase 
[Catharanthus roseus] 

408811 

uC-osflM202 097b05bl 

BLASTX 

g4836876 

4 92 

1.0e-49 

123 

72 

(AC007260) Similar to dTDP-D-glucose 4 , 6-dehydratase 
[Arabidopsis thaliana] 

408812 

uC-osflM202097b06bl 

BLASTX 

gll71008 

282 

2.0e-25 

60 

78 

POLLEN ALLERGEN PHL P 1 PRECURSOR (PHL P I) 

>gi_629812_pir S44182 allergen Phi pi- common timothy 

>gi_473360_emb_CAA55390_ (X78813) Phi p I allergen [Phleum 
pratense] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



408813 

uC-osflM202097b08bl 

BLASTX 

g5430764 

533 

2.0e-54 
117 



52946 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



82 

(AC007504) Putative Phosphatidylinositol 4-kinase PI4K 
[Arabidopsis thaliana] 

408814 

uC-osflM202097bllbl 

BLASTX 

g4204300 

144 

5.0e-09 
54 

50 

(AC003027) Unknown protein [Arabidopsis thaliana] 
408815 

uC-osflM202097c02bl 

BLASTX 

g5020215 

291 

4.0e-26 

142 
46 

(AF149917) acyl CoA reductase [Simmondsia chinensis] 
>gi_5020217_gb_AAD38040.1_AF149918_l (AF149918) acyl CoA 
reductase [synthetic construct] 



408816 

uC-osflM202097c04bl 

BLASTX 

g399015 

503 

6.0e-51 

123 

83 

ADP,ATP CARRIER PROTEIN PRECURSOR 
(ADENINE NUCLEOTIDE TRANSLOCATOR) 

>gi_218145_dbj_BAA02161_ (D12637) 
[Oryza sativa] 



(ADP/ATP TRANSLOCASE) 
(ANT) 

ATP/ADP translocator 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



408817 

uC»osflM202097c05bl 

BLASTN 

g3789949 

36 

3.0e-ll 

88 
85 

Oryza sativa translation initiation factor 
complete cds 

408818 

uC-osflM202097c09bl 

BLASTX 

gl707922 

295 

2.0e-26 
77 



(GOS2) mRNA, 



52947 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



73 

GLUC0SE-1-PH0SPHATE ADENYLYLTRANSFERASE LARGE SUBUNIT 
PRECURSOR (ADP-GLUCOSE SYNTHASE) (ADP-GLUCOSE 
PYROPHOSPHORYLASE) (AGPASE S) (ALPHA-D-GLUC0SE-1-PH0SPHATE 
ADENYL TRANSFERASE) >giJL076255_pir S51944 

glucose-l-phosphate adenylyl trans f erase {EC 2.7.7.27) large 
chain SI precursor - beet >gi_556624_emb_CAA55516_ (X78 900) 
glucose-l-phosphate adenylyltransf erase [Beta vulgaris] 

408819 

uC-osflM202097cllbl 

BLASTX 

gll9143 

327 

6.0e-31 

62 
100 

ELONGATION FACTOR 1 -ALPHA (EF-1-ALPHA) 

>gi_81606__pir S06724 translation elongation factor eEF-1 

alpha chain - Arabidopsis thaliana >gi_2 95788_emb_CAA34 453 
(X16430) elongation factor 1-alpha [Arabidopsis thaliana] ~ 
>gi_JL369927_emb_CAA34454_ (X16431) elongation factor 
1-alpha [Arabidopsis thaliana] >gi_1369928_emb_CAA34 455__ 
(X16431) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1532172 (U63815) EF-lalpha-Al [Arabidopsis thaliana] 
>gi_1532173 (U63815) EF-lalpha-A2 [Arabidopsis thaliana] 
>gi_1532174 (U63815) EF-lalpha-A3 [Arabidopsis thaliana] 

408820 

uC-osflM202097cl2bl 

BLASTX 

gl00490 

252 

2.0e-21 

51 
25 

polyubiquitin - garden snapdragon (fragment) 
>gi_16071_emb_CAA4 814 0_ (X67957) ubiquitin [Antirrhinum 
ma jus] 

408821 

uC-osflM202097d01bl 

BLASTX 

g2773042 

291 

5.0e-26 

141 

44 

(AF038440) phospholipase D2 [Homo sapiens] 
408822 

uC-osflM202097d03bl 

BLASTX 

g2832649 

382 

6.0e-37 
113 
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• 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



66 

(AL021710) adenylosuccinate lyase 
[Arabidopsis thaliana] 



like protein 



408823 

uC-osflM202097d05bl 

BLASTX 

gll70620 

232 

4.0e-19 

124 

44 

KINESIN-LIKE PROTEIN B >gi_l 08 434 l_pir S48019 

kinesin-related protein katB - Arabidopsis thaliana 
>gi_1438842_dbj__BAA04 673_ (D21137) heavy chain polypeptide 
of kinesin-like protein [Arabidopsis thaliana] 

408824 

uC-osflM202097d06bl 

BLASTN 

g218188 

98 

1.0e-47 

226 
86 

Rice mRNA for poly-ubiquitin, partial sequence 
408825 

uC- os f 1M2 0 2 0 9 7 dO 9b 1 

BLASTX 

g3337091 

173 

2.0e-12 

86 
44 

(AB016204) polygalacturonase inhibitor (PGIP) [Citrus 
unshiu] 

408826 

uC-osflM202097dl2bl 

BLASTX 

g5932551 

348 

8.0e-33 

124 

55 

(AC0094 65) unknown protein [Arabidopsis thaliana] 
408827 

uC-osflM2020 97e01bl 

BLASTX 

g2245000 

217 

2.0e-17 

85 
56 

(Z97341) LET1 like protein [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408828 

uC-osflM202097e02bl 

BLASTX 

g4887010 

401 

3.0e-39 

108 
68 

(AF123503) Nt-gh3 deduced protein [Nicotiana tabacum] 
408829 

uC-osflM202097e03bl 

BLASTX 

g4874290 

417 

4.0e-41 

106 
70 

(AC007212) putative purple acid phosphatase [Arabidopsis 
thaliana] 

408830 

uC-osflM202097e07bl 

BLASTX 

g4887010 

215 

1.0e-29 

126 
50 

(AF123503) Nt-gh3 deduced protein [Nicotiana tabacum] 
408831 

uC-osflM202097el0bl 

BLASTX 

g401140 

800 

3.0e-89 

168 

98 

SUCROSE SYNTHASE 2 {SUCROSE-UDP GLUCOS YLTRANS FERASE 2) 
>gi_20095_emb_CAA417 74_ (X59046) sucrose-UDP 
glucosyltransf erase (isoenzyme 2) [Oryza sativa] 

>gi_1587662_prf 2207194A sucrose synthase : ISOTYPE=2 [Oryza 

sativa] 

408832 

uC-osflM202097f01bl 

BLASTX 

g730558 

457 

1.0e-45 

95 
93 

60S RIBOSOMAL PROTEIN L34 >gi__107 6636_pir S48027 ribosomal 

protein L34 - common tobacco >gi_2129964_pir S48028 

ribosomal protein L34.e, cytosolic - common tobacco 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi 436030 (L27089) 60S ribosomal protein L34 [Nicotiana 
tabacum] >gi_436032 (L27107) 60S ribosomal protein L34 
[Nicotiana tabacum] 

408833 

uC-osflM202097f02bl 

BLASTX 

g5103823 

232 

2.0e-26 

131 

50 

(AC007591) Contains PF_00787 PX (phox) domain. [Arabidopsxs 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408834 

uC-osflM202097f03bl 

BLASTX 

gl532171 

419 

2.0e-41 

97 
80 

(U63815) AT. I. 24-9 gene product [Arabidopsis thaliana] 
408835 

uC-osflM202097f04bl 

BLASTX 

g4539423 

332 

8.0e-31 

91 

75 

(AL04 9171) pyrophosphate-dependent phosphof ructo-l-kxnase 
[Arabidopsis thaliana] 

408836 

uC-osflM202097f05bl 

BLASTX 

g3043428 

579 

8.0e-60 
129 

84 ■ ■ 

(AJ005346) 40S ribosomal protein S5 [Cicer arietmum] 

408837 

uC-osflM202097f09bl 

BLASTX 

g401140 

730 

1.0e-77 

139 
99 

SUCROSE SYNTHASE 2 (SUCROSE-UDP GLUCOSYLTRANSFERASE 2) 
>gi_20095_emb_CAA41774_ (X59046) sucrose-UDP 
glucosyltransferase (isoenzyme 2) [Oryza sativa] 
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>gi_1587 662_prf_ 
sativa] 



_2207194A sucrose synthase : IS0TYPE=2 [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



408838 

uC-osflM202097g01bl 

BLASTX 

g625509 

369 

1.0e-35 

82 
24 

ubiquitin precursor - Arabidopsis thaliana (fragment) 
408839 

uC-osflM202097g03bl 

BLASTX 

g733454 

250 

6.0e-40 

111 

76 

(U23188) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 

408840 

uC-osflM202097g04bl 

BLASTX 

g5051788 

220 

7.0e-18 

66 
59 

(AL078637) hypothetical protein [Arabidopsis thaliana] 
408841 

uC-os f 1M2 0 2 0 97 gO 6bl 

BLASTX 

gl362162 

541 

2.0e-55 

155 

65 

beta-glucosidase BGQ60 precursor - barley >gi_804 656 
(L41869) beta-glucosidase [Hordeum vulgare] 

408842 

uC-osflM202097g07bl 

BLASTX 

g4239845 

145 

5.0e-09 

95 

40 

(AB015855) transcription factor TEIL [Nicotiana tabacum] 
408843 

uC-osflM202097g08bl 
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Method 


BLASTX 


MfRT (IT 
IN \s ID X OX 




BLAST score 


220 


E value 


6.0e-18 


Match length 


63 


% identity 


70 


NCBI Description 


(AC004521) citrate synthetase [Arabidopsis thaliana] 


Seq. No. 


408844 


Seq. ID 


uC-osflM202097gllbl 


Method 


BLASTX 


MfOT (IT 
LNk^D X o X 


rrRHftT 77Q 


BLAST score 


745 


E value 


3.0e-83 


Match length 


157 


% identity 


96 


NCBI Description 


(AF150630) cellulose synthase [Gossypium hirsutum] 


Seq. No. 


408845 


Seq. ID 


uC-osflM202097h05bl 


Method 


BLASTX 






BLAST score 


182 


E value 


3.0e-13 


Match length 


139 


% identity 


39 


NCBI Description 


(AF071893) AP2 domain containing protein [Prunus armeniaca 


Seq. No. 


408846 


Seq. ID 


uC-osflM202097h07bl 


Method 


BLASTX 


KIPDT (2T 
IN ^ O X O X 




BLAST score 


379 


E value 


2.0e-36 


Match length 


144 


% identity 


59 


NCBI Description 


(L01497) calmodulin-binding protein [Zea mays] 


Seq. No. 


408847 


Seq. ID 


uC-osflM202097h08bl 


Method 


BLASTX 


1NOD1 OX 


y juuj jji 


BLAST score 


296 


E value 


4.0e-27 


Match length 


87 


% identity 


62 


NCBI Description 


(AJ005016) ABC transporter [Homo sapiens] 


Seq. No. 


408848 


Seq. ID 


uC-osflM202097h09bl 


Method 


BLASTX 


NCBI GI 


g2642648 


BLAST score 


575 


E value 


6.0e-66 


Match length 


148 


% identity 


90 


NCBI Description 


(AF033852) cytosolic heat shock 70 protein; HSC70-3 
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[Spinacia oleracea] >gi_2660768 (AF034616) cytosolic heat 
shock 70 protein [Spinacia oleracea] >gi_2660770 (AF034617) 
cytosolic heat shock 70 protein [Spinacia oleracea] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408849 

uC-osflM202097hl0bl 

BLASTX 

gl449179 

356 

1.0e-33 

133 
55 

(D86506) N-ethylmaleimide sensitive fusion protein 
[Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



408850 

uC-osflM202097hllbl 

BLASTX 

g544184 

652 

2.0e-68 

152 

76 

4 -ALPHA-GLUCANO TRANSFERASE PRECURSOR (AMYLOMALTASE) 
(DIS PROPORTIONATING ENZYME) (D-ENZYME) 

>gi_322785_pir A4504 9 4-alpha-glucanotransf erase (EC 

2.4.1.25) - potato >gi_296692_emb_CAA48 630_ (X68664) 
4-alpha-glucanotransf erase [Solanum tuberosum] 

408851 

uC-osflM202097hl2bl 

BLASTX 

gl449179 

299 

5.0e-27 

132 

52 

(D86506) N-ethylmaleimide sensitive fusion protein 
[Nicotiana tabacum] 

408852 

uC-osflM2 02098a01bl 

BLASTX 

g3023713 

384 

3.0e-37 

84 
92 

ENOLASE (2-PHOSPHOGLYCERATE DEHYDRATASE) 
{ 2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) (OSE1) >gi_780372 
(U09450) enolase [Oryza sativa] 

408853 

uC-osflM202098b07bl 

BLASTX 

g2286113 

196 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



1.0e-27 

80 
84 

(U78892) MADS box protein [Oryza sativa] 
408854 

uC-osflM202098bllbl 

BLASTX 

gl814403 

316 

1.0e-29 

73 
89 

(U8488 9) methionine synthase [Mesembryanthemum 
crystallinum] 

408855 

uC-osflM202098c01bl 

BLASTN 

g5679683 

41 

3.0e-14 

65 

91 

Oryza sativa mRNA for protein phosphatase 2A regulatory A 
subunit (RPA1 gene) 

408856 

uC-osflM202098c02bl 

BLASTX 

g4378066 

179 

2.0e-13 

68 
50 

(AF098806) polyprotein [Sorghum bicolor] 
>gi_4680208_gbJ\AD27571.1_AF114171JL2 (AF114171) 
polyprotein [Sorghum bicolor] 

408857 

uC-osflM202098c03bl 

BLASTX 

g2384675 

192 

4.0e-15 

69 
64 

(AF012659) putative potassium transporter AtKT4p 
[Arabidopsis thaliana] 

408858 

uC-osflM202098c04bl 

BLASTN 

g5922603 

89 

3.0e-42 

173 
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8 



8 



NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 



Oryza sativa genomic DNA, chromosome 1, clone : P0705D01 
408859 

uC-osflM2020 98c09bl 

BLASTX 

g3978578 

153 

3.0e-10 

61 

48 

(AB020528) Polygalacturonase inhibitor [Poncirus 
trif oliata] 

408860 

uC-osflM202098cl2bl 

BLASTX 

gll55261 

221 

2.0e-18 

45 

91 

(U40217) eukaryotic release factor 1 homolog [Arabidopsis 
thaliana] 

408861 

uC-osflM202098d01bl 

BLASTN 

g4220633 

39 

7.0e-13 

59 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K7J8, complete sequence 

408862 

uC-osflM202098d05bl 

BLASTX 

g3785989 

187 

4.0e-14 

101 

47 

(AC005560) unknown protein [Arabidopsis thaliana] 
408863 

uC-osflM202098d!2bl 

BLASTX 

g3510253 

318 

1.0e-29 

96 
66 

(AC005310) hypothetical protein [Arabidopsis thaliana] 
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# 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-osflM202098e04bl 

BLASTX 

g3913791 

602 

1.0e-62 

150 

77 

GLUTAMATE — CYSTEINE LIGASE PRECURSOR 

( GAMMA- GLUT AMYLCYSTEINE SYNTHETASE) (GAMMA-ECS) (GCS) 
>gi_2407615 (AF017983) gamma -glutamyl cysteine synthetase 
[Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408865 

uC-osflM202098e05bl 

BLASTX 

g4262222 

655 

1.0e-68 

171 
73 

(AC006200) putative RNA helicase A, 3' 
thaliana] 



partial [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408866 

uC-osflM202098e06bl 

BLASTX 

g3126854 

156 

6.0e-ll 

40 

80 

{AF0 61577) chlorophyll a/b binding protein [Oryza sativa] 
408867 

uC-osflM202098f06bl 

BLASTX 

g417488 

249 

8.0e-22 

57 
82 

ALPHA-GLUCAN PHOSPHORYLASE, H ISOZYME (STARCH PHOSPHORYLASE 

H) >gi_100452__pir A40995 starch phosphorylase (EC 2.4.1.1) 

H - potato >gi_169473 (M69038) alpha-glucan phosphorylase 
type H isozyme [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408868 

uC-osflM202098f07bl 

BLASTX 

gll5583 

403 

1.0e-60 

131 
81 

PHOSPHOENOLPYRUVATE CARBOXYLASE 2 (PEPCASE) (CP28) 

>gi_100758_pir S18240 phosphoenolpyruvate carboxylase (EC 

4.1.1.31) - sorghum >gi_22593_emb_CAA4254 9__ (X59925) 
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phosphoenolpyruvate carboxylase [Sorghum bicolor] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408869 

uC-osflM202098fl0bl 

BLASTN 

gl532047 

85 

2.0e-40 

85 

100 

O.sativa inRNA for S- 



adenosylmethionine decarboxylase 



408870 

uC-osflM202098fllbl 

BLASTX 

g2662343 

250 

7.0e-22 

53 

94 

(D63581) EF-1 alpha [Oryza sativa] 
408871 

uC-osflM202098gl2bl 

BLASTX 

g4262174 

338 

1.0e-31 

105 
62 

(AC005508) 9058 [Arabidopsis thaliana] 
408872 

uC-osflM202098h01bl 

BLASTX 

g2499608 

149 

1.0e-09 

34 
76 

MITOGEN-ACTIVATED PROTEIN KINASE HOMOLOG 4 (MAP KINASE 4) 

(ATMPK4) >gi_2129645_pir S40470 mitogen-activated protein 

kinase 4 (EC 2.7.1.-) - Arabidopsis thaliana 
>gi_457400_dbj_BAA04 8 67_ (D21840) MAP kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408873 

uC-osflM202098h04bl 

BLASTX 

g5880464 

546 

5.0e-56 

140 
71 

(AF088901) actin bundling protein ABP135 [Lilium 
longif lorum] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408874 

uC-osflM202098h09bl 

BLASTX 

g4218120 

175 

4.0e-13 

42 
79 

(AL035353) Proline-rich APG-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408875 

uC-osflM202115a01bl 

BLASTX 

g3123270 

732 

9.0e-78 

142 
99 

4 OS RIBOSOMAL PROTEIN S4 
>gi_2 4 6 3 3 3 5_emb__CAA7 5 2 4 2_ 
[Oryza sativa] 



(SCAR PROTEIN SS620) 
(Y15009) ribosomal protein S4 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



408876 

uC-osflM202115a03bl 

BLASTX 

g2738248 

475 

7.0e-48 

129 

74 

(U97200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] 

408877 

uC-osflM202115a04bl 

BLASTX 

g6041792 

241 

1.0e-29 

84 

69 

(AC009755) unknown protein [Arabidopsis thaliana] 
408878 

uC-osflM202115a09bl 

BLASTX 

g2738248 

155 

1.0e-21 

100 
63 

(U97200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] 

408879 

uC-osflM202115al0bl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g6041792 

221 

9.0e-20 

87 
67 

(AC009755) 



unknown protein [Arabidopsis thaliana] 



408880 

uC-osflM202115b03al 

BLASTX 

gl36739 

442 

8.0e-44 

103 

83 

UTP — GLUCOSE- 1 -PHOSPHATE URIDYLYLTRANSFERASE (UDP-GLUCOSE 

PYROPHOSPHORYLASE) (UDPGP) >gi_67061_pir XNPOU 

UTP — glucose-l-phosphate uridylyltransferase (EC 2.7.7.9) 
potato >gi_218001_dbj_BAA00570__ (D00667) UDP-glucose 
pyrophosphorylase precursor [Solanum tuberosum] 



408881 

uC-osflM202115b04bl 

BLASTX 

gl498053 

233 

6.0e-20 

49 

94 

(U64436) ribosomal protein S8 



[Zea mays] 



408882 

uC-osflM202115b08al 

BLASTX 

g322794 

145 

5.0e-09 

88 
42 

UTP — glucose-l-phosphate uridylyltransferase (EC 2.7.7.9) 

potato >gi_21599_emb__CAA7 9357__ (Z18924) 

UTP — glucose-l-phosphate uridylyltransferase [Solanum 

tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



408883 

uC-osflM202115bl2bl 

BLASTX 

g6041792 

144 

2.0e-09 

45 

62 

(AC009755) unknown protein [Arabidopsis thaliana] 
408884 

uC-osflM202115c02al 



52960 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g231587 

324 

6.0e-30 

65 
98 

ATP SYNTHASE BETA CHAIN, MITOCHONDRIAL PRECURSOR 

>gi_283001_pir S25304 H+-transporting ATP synthase (EC 

3.6.1.34) beta chain precursor, mitochondrial - rice 
>gi_218147_dbj JBAA01372_ (D10491) mitochondrial Fl-ATPase 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408885 

uC-osflM202115c03al 

BLASTX 

g4079798 

354 

2.0e-33 
68 
100 

(AF052203) 
sativa] 



23 kDa polypeptide of photosystem II [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408886 

uC-osflM202115d02al 

BLASTX 

g4127456 

349 

7.0e-33 

87 

39 

(AJ010818) Cpn21 protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408887 

uC-osflM202115d04al 

BLASTX 

g4309731 

184 

2.0e-13 

106 
42 

(AC006439) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408888 

uC-osflM202115d06bl 

BLASTX 

g3201615 

173 

3.0e-12 

60 
55 

(AC004 669) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



408889 

uC-osflM202115dllbl 

BLASTX 

gl518540 



52961 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311 

7.0e-29 

70 

77 

(U53418) UDP-glucose dehydrogenase [Glycine max] 
408890 

uC-osflM202115e03bl 

BLASTX 

gl495251 

454 

3.0e-45 

115 
72 

(Z70314) heat-shock protein [Arabidopsis thaliana] 
408891 

uC-osflM202115e04bl 

BLAST N 

g3377792 

99 

9.0e-49 

107 

98 

Oryza sativa ribulose-1, 5-bisphosphate 

carboxylase/oxygenase activase (rca) mRNA, complete cds 
408892 

uC-osflM202115e06bl 

BLASTN 

g2246624 

74 

2.0e-33 

163 

95 

Oryza sativa protein kinase mRNA, complete cds 
408893 

uC-osflM202115el2bl 

BLASTX 

g417154 

564 

3.0e-58 

112 
98 

HEAT SHOCK PROTEIN 82 >gi_100 685_pir S25541 heat shock 

protein 82 - rice (strain Taichung Native One) 
>gi_20256_emb_CAA77 978_ (211920) heat shock protein 82 
(HSP82) [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



408894 

uC-osflM202115f01bl 

BLASTX 

g509810 

279 

5.0e-25 

62 



52962 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(L08468) envelope Ca2+-ATPase [Arabidopsis thaliana] 
408895 

uC-osflM202115fllbl 

BLASTX 

g!888357 

209 

2.0e-16 

151 
34 

(X98130) alpha-mannosidase [Arabidopsis thaliana] 
>gi_1890154_emb__CAA72432_ (Y11767) alpha-mannosidase 
precursor [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408896 

uC-osflM202115fl2bl 

BLASTX 

g2244970 

183 

4 .Oe-14 

60 
60 

(Z97340) hypothetical protein [Arabidopsis thaliana] 
>gi_2326365_emb_CAA7 4 7 65_ (Y14423) putative cell wall 
protein [Arabidopsis thaliana] 

408897 

uC-osflM202115g02bl 

BLASTX 

g2104679 

335 

1.0e-31 

94 
66 

(X97906) transcription factor [Vicia faba] 
408898 

uC-osflM202115g06bl 

BLASTX 

g4567271 

270 

2.0e-29 

118 

60 

(AC006841) putative kinesin protein [Arabidopsis thaliana] 
408899 

uC-osflM202115gllbl 

BLASTN 

gl261857 

33 

7.0e-10 

33 

100 

Rice CatA gene for catalase, complete cds 



52963 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408900 

uC-osflM202115h01bl 

BLASTX 

g3128180 

261 

7.0e-23 

70 

76 

(AC004521) citrate synthetase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408901 

uC-osflM202115hl0bl 

BLASTX 

gl519251 

350 

3.0e-33 

73 
99 

(U65957) GF14-C protein [Oryza sativa] 
408902 

uC-osflM202123a01bl 

BLASTX 

g4204859 

294 

4.0e-27 

65 

85 

(U55859) heat shock protein 80 [Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408903 

uC-osflM202123a06bl 

BLASTX 

g3766368 

161 

5-0e-ll 

68 
44 

(AL031907) putative trascription factor, ccr4-associated 
factor homolog [Schizosaccharomyces pombe] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408904 

uC-osflM202123a09bl 

BLASTN 

g3445196 

35 

6.0e-10 

59 

90 

Arabidopsis thaliana chromosome II BAC T20K9 genomic 
sequence, complete sequence 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



408905 

uC-osflM202123al0bl 

BLASTX 

g3980411 

353 



52964 



E value 
Match length 
% identity 
NCBI Description 



2.0e-33 

85 

81 

(AC004561) 
thaliana] 



putative proline-rich protein [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No, 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



408906 

uC-osflM202123al2bl 

BLASTX 

gll72635 

333 

4.0e-31 

83 
82 

26S PROTEASE REGULATORY SUBUNIT 4 HOMOLOG (TAT-BINDING 
PROTEIN HOMOLOG 2) >gi_556558_dbj_BAA04 615_ (D17789) rice 
homologue of Tat binding protein [Oryza sativa] 

408907 

uC-osflM202123b01bl 

BLASTX 

g5042435 

355 

5.0e-66 

171 
71 

(AC006193) Unknown protein [Arabidopsis thaliana] 
408908 

uC-osflM202123b02bl 

BLASTX 

g2618688 

577 

2.0e-59 

149 

72 

(AC002510) putative esterase D [Arabidopsis thaliana] 
408909 

uC-osflM202123b04bl 

BLASTX 

g6056422 

216 

1.0e-17 

87 
51 

(AC009525) Similar to pectinesterases [Arabidopsis 
thaliana] 

408910 

uC-osflM202123b05bl 

BLASTX 

g3153205 

388 

2.0e-37 

104 

68 



52965 



NCBI Description 



(U80922) serine/threonine protein phosphatase type one 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408911 

uC-osflM202123b06bl 

BLASTX 

g4666287 

642 

3.0e-67 

129 

99 

(D85764) cytosolic monodehydroascorbate reductase [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408912 

uC-osflM202123b07bl 

BLASTX 

gl661160 

286 

6.0e-42 

124 

71 

(U74295) chlorophyll a/b binding protein [Oryza sativa] 



Seq. No. 


408913 


Seq. ID 


uC-osflM202123b09bl 


Method 


BLASTX 


NCBI GI 


g4388717 


BLAST score 


241 


E value 


3.0e-20 


Match length 


116 


% identity 


47 


NCBI Description 


(AC006413) putative nuclear p] 




multiple TPR repeats prosite:< 




thaliana] 


Seq. No. 


408914 


Seq. ID 


uC-osflM202123bl2bl 


Method 


BLASTX 


NCBI GI 


g2570515 


BLAST score 


425 


E value 


7.0e-42 


Match length 


88 


% identity 


94 


NCBI Description 


(AF022740) glycolate oxidase 


Seq. No. 


408915 


Seq. ID 


uC-osflM202123c02bl 


Method 


BLASTX 


NCBI GI 


g5734713 


BLAST score 


165 


E value 


2.0e-ll 


Match length 


68 


% identity 


51 


NCBI Description 


(AC008075) Is a member of PF_ 



[Arabidopsis 



(transmembrane domain) 
thaliana] 



protein family. [Arabidopsis 



52966 



Seq. No. 


408916 


Seq. ID 


uC-osflM202123c04bl 


Method 


BLASTX 


NCBI GI 


gzio x i y 


BLAST score 


427 


E value 


5.0e-42 


Match length 


145 


% identity 


59 


NCBI Description 


(D10207) H-ATPase [Oryza sativa] >gi_4 44339_pr: 




ATPase [Oryza sativa] 


Seq. No. 


408917 


Seq. ID 


uC-osflM202123c05bl 


Method 


BLASTX 


NCBI GI 


g5107374 


BLAST score 


563 


E value 


1.0e-75 


Match length 


166 


% identity 


77 


NCBI Description 


(AF154272) PINHEAD [Arabidopsis thaliana] 


Seq. No. 


408918 


Seq. ID 


uC-osflM202123c07bl 


Method 


tit t\ n mv 

BLAbTX 


NCBI GI 


g3617770 


BLAST score 


244 


E value 


2.0e-20 


Match length 


85 


% identity 


58 


NCBI Description 


(Y14329) threonyl-tRNA synthetase [Arabidopsis 


Seq. No. 


408919 


Seq. ID 


uC-osflM202123c08bl 


Method 


BLASTX 


NCBI GI 


g399213 


BLAST score 


755 


E value 


2.0e-80 


Match length 


189 


% identity 


81 


NCBI Description 


ATP- DEPENDENT CLP PROTEASE ATP-BINDING SUBUNIT 



CD4B PRECURSOR >gi_100190_pir B35905 CD4B protein - tomato 

>gi_170435 (M32604) ATP-dependent protease (CD4B) 
[Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408920 

uC-osflM202123c09bl 

BLASTX 

gll5787 

775 

5.0e-83 

166 
95 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_824 61_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_2 0182__emb__CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 



52967 



[Oryza sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408921 

uC-osflM202123c!0bl 

BLASTX 

g5107819 

500 

1.0e-50 

144 
65 

(AF149413) contains similarity to arabinosidase 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408922 

uC-osflM20212 3cllbl 

BLASTX 

g485517 

522 

1.0e-67 

137 
99 

ADP, ATP carrier protein 



- rice 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408923 

uC-osflM202123d03bl 

BLASTX 

g2130042 

672 

8.0e-71 

148 
88 

Mg-chelatase chain Xantha-f - barley >gi_861199 (U26916) 
protoporphyrin IX Mg-chelatase subunit precursor [Hordeum 
vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408924 

uC-osflM202123d08bl 

BLASTX 

gl814403 

819 

6.0e-88 

169 

92 

(U84889) methionine synthase 
crystallinum] 



[ Me s embr yanthemum 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408925 

uC-osflM202123d09bl 

BLASTX 

g3426041 

237' 

9.0e-20 

62 

63 

(AC005168] 



unknown protein [Arabidopsis thaliana] 



Seq. No. 



408926 



52968 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uOosflM202123dlObl 

BLASTX 

g3914005 

691 

6.0e-73 

174 

81 

MITOCHONDRIAL LON PROTEASE HOMOLOG 
(U85494) LON1 protease [Zea mays] 



1 PRECURSOR >gi_1816586 



Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408927 

uC-osflM202123dllbl 

BLASTX 

g3184082 

232 

3.0e-19 

140 

36 

(AL023781) N-terminal acetyltransf erase 1 
[Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408928 

uC-osflM202123dl2bl 

BLASTX 

gl709846 

164 

3.0e-ll 

120 
45 

PHOTOSYSTEM II 22 KD PROTEIN PRECURSOR >giJ706853 
22 kDa component of photosystem II [Lycopersicon 
esculentum] 



(U04336) 



Seq.* No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



408929 

uC-osflM202123e03bl 

BLASTX 

gl076288 

352 

3.0e-33 

79 

80 



NCBI Description amino acid permease AAP3 - Arabidopsis thaliana 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408930 

uC-osflM202123e04bl 

BLASTX 

gl29591 

341 

3.0e-32 

65 

98 

PHENYLALANINE AMMON I A- L YAS E >gi_2 95824_emb_CAA34 22 6_ 
(X16099) phenylalanine ammonia -lyase [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 



408931 

uC-osflM202123e05bl 
BLASTX 



52969 




JNIbol bl 


rr71 7 £7 1 1 


BLAST score 


158 


E value 


2.0e-10 


Match length 


63 


% identity 


49 


NCBI Description 


(AC002392) putative pectinesterase [Arabidopsis thaliana; 


Seq. No, 


408932 


Seq. ID 


uC-osflM202123e06bl 


Method 


BLASTN 


NLnl bl 


goU / o y 4 


BLAST score 


321 


E value 


1.0e-180 


Match length 


453 


% identity 


97 


NCBI Description 


Oryza sativa IR54 anther specific (RTS2 ) gene, complete ■ 


Seq. No. 


408933 


Seq. ID 


uC-osflM202123e07bl 


Method 


BLASTX 


NCBI bl 


goo DIUDO 


BLAST score 


166 


E value 


2.0e-ll 


Match length 


60 


% identity 


43 


NCBI Description 


(AJ235272) unknown [Rickettsia prowazekii] 


Seq. No. 


408934 


Seq. ID 


uC-osflM202123e08bl 


Method 


BLASTX 


NCBI GI 


g4o /oo4y 


BLAST score 


505 


E value 


4.0e-51 


Match length 


173 


% identity 


38 


NCBI Description 


(AL049659) putative protein [Arabidopsis thaliana] 


Seq. No. 


408935 


Seq. ID 


uC-osflM202123e09bl 


Method 


BLASTX 


NCBI GI 


gbubbjoj 


BLAST score 


511 


E value 


7.0e-52 


Match length 


141 


% identity 


75 


NCBI Description 


(AJ011926) Mg-protoporphyrin IX [Hordeum vulgare] 


Seq. No. 


408936 


Seq. ID 


uC-osflM202123el0bl 


Method 


BLASTX 


NCBI GI 


gl705624 


BLAST score 


203 


E value 


9.0e-22 


Match length 


85 


% identity 


69 


NCBI Description 


CATALASE ISOZYME A (CAT -A) 



52970 



Seq. No. 


408937 


Seq. ID 


uC-osflM202123ellbl 


Method 


BLASTX 


NCBI GI 


g4 oo / / oz 


BLAST score 


193 


E value 


5.0e-15 


Match length 


82 


% identity 


46 


NCBI Description 


(AC006533) hypothet: 


Seq. No. 


408938 


Seq. ID 


uC-osflM202123el2bl 


Method 


BLASTX 


NCBI GI 


gl346109 


BLAST score 


773 


E value 


1.0e-82 


Match length 


146 


% identity 


99 


NCBI Description 


GUANINE NUCLEOTIDE-: 



PROTEIN (GPB-LR) (RWD) 
RWD [Oryza sativa] 



>gi_540535_dbj__BAA07 404_ (D38231) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



408939 

uC-osflM202123f03bl 

BLASTX 

gl703380 

607 

5.0e-63 

119 
99 

ADP-RI BOS YLAT I ON FACTOR >gi_11324 83_dbj_BAA04 607_ (D17760) 
ADP-ribosylation factor [Oryza sativa] 

408940 

uC-osflM202123f04bl 

BLASTX 

g3785989 

509 

1.0e-51 

117 

83 

(AC005560) unknown protein [Arabidopsis thaliana] 
408941 

uC-osflM202123f05bl 

BLASTX 

gl710124 

183 

2.0e-13 

86 
47 

(U62279) leucine-rich repeat-containing extracellular 
glycoprotein; contains six N-glycosylation sites [NX(S/T)] 
[Sorghum bicolor] 

408942 

uC-osflM202123f06bl 



52971 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g218209 

143 

1.0e-74 
187 

95 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 

pOSSS2106 

408943 

uC-osflM202123f07bl 

BLASTX 

gl777376 

167 

9.0e-16 

76 

59 

(D78506) w-3 fatty acid desaturase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408944 

uC-osflM202123f08bl 

BLASTX 

g4455287 

238 

9.0e-20 

61 
72 

(AL035527) putative protein [Arabidopsis thaliana] 
408945 

uC-osflM202123fllbl 

BLASTX 

gl729971 

525 

2.0e-53 

150 

72 

TONOPLAST INTRINSIC PROTEIN, GAMMA (GAMMA TIP) 

(AQUAPORIN-TIP) >gi_107 67 4 5_pir S52004 gamma-Tip protein 

rice >gi_473997_dbj_BAA05017_ (D25534) gamma-Tip [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408946 

uC-osflM202123fl2bl 

BLASTX 

g4101703 

373 

1.0e-35 

122 
55 

(AF006078) glucose acyltransf erase [Solanum berthaultii] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



408947 

uC-osflM202123g02bl 

BLASTX 

g6006895 



52972 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227 

1.0e-18 

141 
35 

(AC008153) hypothetical protein [Arabidopsis thaliana] 



408948 

uC-osflM202123g04bl 

BLASTX 

g2865416 

222 

3.0e-18 

94 

48 

(AF039367 ) chromomethylase 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



408949 

uC-osflM202123g08bl 

BLASTX 

gl084455 

708 

5.0e-75 

148 

91 

peptidylprolyl isomerase (EC 5.2.1.8) Cyp2 - rice 
>gi_600767 (L29469) cyclophilin 2 [Oryza sativa] 

408950 

uC-osflM202123gl2bl 

BLASTX 

g3421413 

330 

1.0e-30 

71 
90 

(AF081922) protein phosphatase 2A 55 kDa B regulatory 
subunit [Oryza sativa] >gi_3421415 (AF081923) protein 
phosphatase 2A 55 kDa B regulatory subunit [Oryza sativa] 

408951 

uC-osflM202123h01bl 

BLASTX 

gl296955 

301 

2.0e-27 

55 

49 

(X95402) duplicated domain structure protein [Oryza sativa] 
408952 

uC-osflM202123h02bl 

BLASTX 

g2828294 

435 

5.0e-43 

116 

74 



52973 



NCBI Description (AL021687) putatative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408953 

uC-osflM202123h03bl 

BLASTX 

g3935181 

379 

2.0e-36 

78 

86 

(AC004557) F17L21.24 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



408954 

uC-osflM202123h04bl 

BLASTX 

g3600039 

539 

6.0e-60 
138 

79 

(AF080119) similar to Schizosaccharomyces pombe isp4 
protein (GB:D14061) [Arabidopsis thaliana] 

408955 

uC-osflM202123h05bl 

BLASTX 

g4836901 

202 

1.0e-15 

66 
61 

(AC007369) Unknown protein [Arabidopsis thaliana] 
408956 

uC-osflM202123h06bl 

BLASTX 

gl076746 

569 

2.0e-78 

155 
99 

heat shock protein 70 - rice (fragment) 

>gi_7 63160_emb_CAA47 948_ (X67711) heat shock protein 70 
[Oryza sativa] 

408957 

uC-osflM202123h07bl 

BLASTX 

gl658313 

364 

3.0e-46 

115 
38 

(Y08987) osr40g2 [Oryza sativa] 
408958 

uC-osflM202123h09bl 



52974 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2244788 

36 

2.0e-10 

84 
86 

Arabidopsis thaliana DNA chromosome 4, ESSA I FCA contig 
fragment No 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408959 

uC-osflM202123hl0bl 

BLASTX 

g5734634 

217 

2.0e-17 
99 
51 

(AP000391) 
sativa] 



Similar to putative lipase (AC006232) [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408960 

uC-osflM202123hl2bl 

BLASTX 

g4490292 

210 

8.0e-17 

72 
60 

(AL035678) putative protein [Arabidopsis thaliana] 
408961 

uC-osflM202134b09al 

BLASTN 

gl902902 

126 

2.0e-64 

302 
86 

Oryza sativa DNA for phospholipase D, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408962 

uC-osflM202134c01al 

BLASTX 

g3881976 

171 

4.0e-12 

39 
85 

(AJ012409) hypothetical protein [Homo sapiens] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



408963 

uC-osflM202134dl0al 

BLASTX 

g2407800 

258 

2.0e-22 

56 



52975 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



93 

(Y12575) histone H2A.F/Z [Arabidopsis thaliana] 
408964 

uC-osflM202134e04al 

BLASTX 

g3915008 

276 

2.0e-24 

55 

98 

SUPEROXIDE DISMUTASE [CU-ZN] , CHLOROPLAST PRECURSOR 
>gi_1805502_dbj_BAA12745.1_ (D85239) superoxide dismutase 
precusor [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408965 

uC-osflM202134e07al 

BLASTX 

g6015065 

272 

6.0e-24 

58 

90 

ELONGATION FACTOR 2 (EF-2) 
(Z97178) elongation factor 



>gi_2 36971 4_emb_CAB0 9 9 0 0_ 
2 [Beta vulgaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408966 

uC-osflM202134e09al 

BLASTX 

g2832633 

186 

7.0e-14 

44 

82 

(AL021711) putative protein [Arabidopsis thaliana] 
408967 

uC-osflM202134el0al 

BLASTX 

g4567279 

544 

7.0e-56 

125 
84 

(AC006841) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

408968 

uC-osflM202134el2al 

BLASTX 

g2662343 

182 

2.0e-13 

39 

92 

(D63581) EF-1 alpha [Oryza sativa] 



52976 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408969 

uC-osflM202134f02al 

BLAST N 

g2662342 

54 

6.0e-22 

133 

87 

Oryza sativa raRNA for EF-1 
408970 

uC-osflM202134f04al 

BLASTX 

g2129949 

190 

2.0e-14 

40 
90 

inorganic pyrophosphatase 
common tobacco 



alpha, complete cds 



(EC 3.6.1.1) (clone TVP5) - 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



408971 

uC-osflM202134f08al 

BLASTX 

g5917747 

219 

9.0e-18 

52 
87 

(AF181492) elongation factor-1 alpha 3 



[Lilium longiflorum] 



408972 

uC-osflM202134g07al 

BLASTN 

g218144 

118 

1.0e-59 

317 
85 

Rice mRNA for ATP/ADP translocator, complete cds 
408973 

uC-osflM202134gllal 

BLASTN 

g5777612 

48 

2.0e-18 

104 
87 

Oryza sativa chromosome 4 BAC q3037-207Fl complete genome 
408974 

uC-osflM202135a04al 

BLASTX 

g482311 

272 

3.0e-24 



52977 



II 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



57 
95 

photosystem II oxygen-evolving complex protein 1 - rice 

(strain Nihonbare) >giJ739292_prf 2002393A oxygen-evolving 

complex protein 1 [Oryza sativa] 

408975 

uC-osflM202135a05al 

BLASTX 

g5679844 

218 

6.0e-18 

54 
78 

(AJ243961) 11332.8 [Oryza sativa] 
408976 

uC-osflM202135a07al 

BLASTX 

g3023271 

302 

1.0e-27 

62 
92 

GLUTATHIONE-DEPENDENT FORMALDEHYDE DEHYDROGENASE (FDH) 
(FALDH) (GSH-FDH) >gi_1675394 (U77637) class III ADH enzyme 
[Oryza sativa] 

408977 

uC-osflM202135c04al 

BLASTX 

g4406761 

168 

1.0e-ll 

45 
62 

(AC006836) putative ubiquinone biosynthesis protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



408978 

uC-osflM202135c07al 

BLASTX 

g6006797 

192 

6.0e-15 

85 
41 

(AF156781) apyrase | 
408979 

uC-osflM202135dl0al 

BLASTN 

g2894533 

267 

1.0e-148 

307 
97 



Dolichos biflorus] 



52978 



NCBI Description Oryza sativa mRNA for aquaporin, complete CDS 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408980 

uC-osflM202135dllal 

BLASTN 

g303854 

43 

5.0e-15 

59 

93 

Rice mRNA for ribosomal protein L7A, 



complete cds 



408981 

uC-osflM202135e04al 

BLASTX 

g3915008 

261 

8.0e-23 

65 

83 

SUPEROXIDE DISMUTASE [CU-ZN] , CHLOROPLAST PRECURSOR 
>gi_1805502_dbj_BAA12745.1_ (D85239) superoxide dismutase 
precusor [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408982 

uC-osflM202135e07al 

BLASTX 

g6015065 

228 

7.0e-19 

49 

88 

ELONGATION FACTOR 2 (EF-2) 
(Z97178) elongation factor 



>gi_2 36971 4_emb_CAB0 9 9 0 0_ 
2 [Beta vulgaris] 



408983 

uC-osflM202135ellal 

BLASTN 

g416266 

133 

7.0e-69 

174 

95 

Rice mRNA for oxygen-evolving protein, partial sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. 
Seq. 



No. 

ID 



408984 

uC-osflM202135f08al 

BLASTX 

g3413700 

150 

2.0e-21 

91 

55 

(AC004747) putative YME1 protein [Arabidopsis thaliana] 
408985 

uC-osflM202135g04al 



52979 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl084455 

148 

2.0e-09 

32 
94 

peptidylprolyl isomerase (EC 5.2.1.8) Cyp2 - rice 
>gi_600767 (L29469) cyclophilin 2 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408986 

uC-osflcyp001b02b2 

BLASTN 

gll32482 

89 

9.0e-43 

93 
99 

Rice mRNA for ADP-ribosylation factor, complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408987 

uC-osflcyp001b09b2 

BLASTN 

g3370779 

78 

4.0e-36 

90 

98 

Oryza sativa mRNA for chitinase, complete cds 
408988 

uC-osflcyp001bl2b2 

BLASTX 

gl870188 

215 

2.0e-17 

46 
96 

(X8714 9) phosphoenolpyruvate-carboxylase [Vanilla 
planif olia] 

408989 

uC-osflcyp001c04b2 

BLASTN 

g6041757 

75 

2.0e-34 

115 
91 

Genomic Sequence For Oryza sativa Clone 10P20, Lemont 
Strain, Complete Sequence, complete sequence 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



408990 

uC-osflcyp001c06b2 

BLASTN 

g2662344 

86 

8.0e-41 



52980 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



113 
96 

Oryza sativa mRNA for EF-1 alpha, complete cds 



408991 

uC-osflcyp001cllb2 

BLASTN 

gl261857 

91 

5.0e-44 

99 

99 

Rice CatA gene for catalase, 



complete cds 



408992 

uC-osflcyp001e03b2 

BLASTN 

g5257255 

78 

2.0e-36 

78 

100 

Oryza sativa genomic DNA, chromosome 8, clone : P0026F07 
408993 

uC-osflcyp002a01bl 

BLASTX 

gll74470 

194 

8.0e-15 

71 

51 

OLIGOSACCHARYL TRANSFERASE STT3 SUBUNIT HOMOLOG (B5) 
(INTEGRAL MEMBRANE PROTEIN 1) >gi_508543 (L34260) integral 

membrane protein 1 [Mus musculus] >gi_1588285_prf 2208301A 

integral membrane protein [Mus musculus] 

408994 

uC-osflcyp002a02bl 

BLASTX 

g2570515 

249 

5.0e-21 

73 
71 

(AF022740) glycolate oxidase [Oryza sativa] 
408995 

uC-osflcyp002a03bl 

BLASTX 

g3789954 

785 

5.0e-84 

145 

100 

(AF094776) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 



52981 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408996 

uC-osflcyp002a04bl 

BLASTX 

g544242 

229 

6.0e-19 

123 

45 

ENDOPLASMIN HOMOLOG PRECURSOR (GRP94 HOMOLOG) 

>gi_485498_pir S33533 heat shock protein 90 homolog 

precursor - barley >gi_22 652_emb_CAA48143_ (X67960) GRP94 
homologue [Horde urn vulgare] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408997 

uC-osflcyp002a05bl 

BLASTX 

g544242 

677 

3.0e-71 

163 
80 

ENDOPLASMIN HOMOLOG PRECURSOR (GRP94 HOMOLOG) 

>gi__4 854 98_pir S33533 heat shock protein 90 homolog 

precursor - barley >gi_22652__emb_CAA4 814 3_ (X67960) GRP94 
homologue [Hordeum vulgare] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408998 

uC-osflcyp002a06bl 

BLASTX 

g4126809 

781 

2.0e-83 

153 

54 

(AB017042) glyoxalase 



I [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408999 

uC-osflcyp002a08bl 

BLASTX 

gll36122 

697 

1.0e-73 

130 

98 

(X91807) alfa-tubulin [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409000 

uC-osflcyp002a09bl 

BLASTX 

g5031281 

368 

5.0e-35 

121 

61 

(AF1394 99) unknown [Prunus armeniaca] 



52982 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



409001 

uC-osflcyp002al0bl 

BLASTX 

gll72818 

547 

4.0e-56 

112 

97 

40S RIBOSOMAL PROTEIN S16 >gi_538428 (L36313) ribosomal 

protein S16 [Oryza sativa] >gi_1096552_prf 21114 68A 

ribosomal protein S16 [Oryza sativa] 

409002 

uC-osflcyp002allbl 

BLASTX 

gll70606 

216 

3.0e-17 

49 
88 

ADENYLATE KINASE, CHLOROPLAST (ATP-AMP TRANS PHOSPHORYLASE) 

>gi_6298 63_pir S45634 adenylate kinase (EC 2.7.4.3), 

chloroplast - maize >gi_3114 4 2 l_pdb_l ZAK_A Chain A, 
Adenylate Kinase From Maize In Complex With The Inhibitor 
PI, P5-Bis (Adenosine-5 T -) pentaphosphate (Ap5a) 
>gi_3114422_pdb_lZAK_B Chain B, Adenylate Kinase From Maize 
In Complex With The Inhibitor 

PI, P5-Bis (Adenosine-5 1 -) pentaphosphate (Ap5a) 
409003 

uC-osflcyp002b03bl 

BLASTX 

g4678941 

268 

2*0e-23 

82 

68 

(AL049711) gamma response I protein [Arabidopsis thaliana] 



409004 

uC-osflcyp002b04bl 

BLASTX 

g4417280 

407 

1.0e-39 

150 
53 

(AC007019) putative ATP synthase 



[Arabidopsis thaliana] 



409005 

uC-osflcyp002b06bl 

BLASTX 

g4996842 

351 

5.0e-33 

139 

47 



52983 



NCBI Description (AB027501) Dcarg-1 [Caucus carota] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409006 

uC-osflcyp002b07bl 

BLASTX 

g2702281 

473 

2.0e-47 

118 
38 

(AC003033) putative protein disulfide isoiuerase precursor 
[Arabidopsis thaliana] 

409007 

uC-osflcyp002b07b2 

BLASTX 

g2702281 

256 

5.0e-22 

74 

66 

(AC003033) putative protein disulfide isoiuerase precursor 
[Arabidopsis thaliana] 

409008 

uC-osflcyp002bl0bl 

BLASTX 

g2662343 

663 

7.0e-74 

152 

95 

(D63581) EF-1 alpha [Oryza sativa] 
409009 

uC-osflcyp002bllbl 

BLASTX 

g5541709 

563 

7.0e-58 

181 

63 

(AL0968 60) putative protein [Arabidopsis thaliana] 
409010 

uC-osflcyp002bl2bl 

BLASTN 

g218209 

111 

1.0e-55 

155 
94 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 
pOSSS2106 



Seq. No. 



409011 



52984 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 



uC-osflcyp002c02bl 

BLASTX 

g4539302 

263 

1.0e-22 

69 
72 

(AL049480) putative protein 



[Arabidopsis thaliana] 



409012 

uC-osflcyp002c03bl 

BLASTX 

g4733959 

668 

2.0e-70 

145 

89 

(AC007294) putative glucose inhibited division protein A 
[Arabidopsis thaliana] 

409013 

uC-osflcyp002c04bl 

BLASTX 

g2827524 

378 

3.0e-36 

81 
78 

(AL021633) predicted protein [Arabidopsis thaliana] 
409014 

uC-osflcyp002c06bl 

BLASTX 

g417488 

312 

8.0e-29 

84 

71 

ALPHA-GLUCAN PHOSPHORYLASE, H ISOZYME (STARCH PHOSPHORYLASE 

H) >gi_100452_pir A40995 starch phosphorylase (EC 2.4.1.1) 

H - potato >gi_169473 (M69038) alpha-glucan phosphorylase 
type H isozyme [Solanum tuberosum] 



409015 

uC-osflcyp002c07bl 

BLASTX 

gll71577 

468 

9.0e-47 

145 
63 

(X95343) hypersensitivity-related gene 



[Nicotiana tabacum] 



409016 

uC-osflcyp002c08bl 

BLASTX 

g3935169 



52985 



BLAST score 167 

E value 2.0e-ll 

Match length 65 

% identity 54 

NCBI Description (AC004557) F17L21.12 [Arabidopsis thaliana] 

Seq. No. 409017 

Seq. ID uC-osflcyp002cl2bl 

Method BLASTX 

NCBI GI g3367571 

BLAST score 254 

E value 1.0e-21 

Match length 78 

% identity 62 

NCBI Description (AL031135) putative protein [Arabidopsis thaliana] 

Seq. No. 409018 

Seq. ID uC-osflcyp002d03bl 

Method BLASTX 

NCBI GI g4522007 

BLAST score 380 

E value 2.0e-36 

Match length 103 

% identity 73 

NCBI Description (AC007069) unknown protein [Arabidopsis thaliana] 

Seq. No. 409019 

Seq. ID uC-osflcyp002d04bl 

Method BLASTX 

NCBI GI g4586061 

BLAST score 509 

E value 1.0e-51 

Match length 161 

% identity 59 

NCBI Description (AC007020) putative BOP1 protein [Arabidopsis thaliana] 

JSeq. No. 4 09020 

"'Seq. ID uC-osflcyp002dl0bl 

Method BLASTX 

NCBI GI g4544473 

BLAST score 281 

E value 6.0e-25 

Match length 134 

% identity 4 6 

NCBI Description (AC006580) putative mei2 protein [Arabidopsis thaliana] 

Seq. No. 409021 

Seq. ID uC-osflcyp002e02bl 

Method BLASTX 

NCBI GI g3582335 

BLAST score 373 

E value 1.0e-35 

Match length 82 

% identity 82 

NCBI Description (AC005496) unknown protein [Arabidopsis thaliana] 

Seq. No. 409022 



52986 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



uC-osflcyp002e03b2 

BLASTX 

g3880282 

309 

3.0e-28 

84 
63 

(Z82059) similar to ABC transporters (2 domains); cDNA EST 
EMBL:D73856 comes from this gene; cDNA EST EMBL:D73975 
comes from this gene; cDNA EST EMBL:C09722 comes from this 
gene; cDNA EST yk428c4.5 comes from this gene; cDNA ... 
>gi_3881299_emb_CAA21772.1_ (AL032665) similar to ABC 
transporters (2 domains); cDNA EST EMBL:D73856 comes from 
this gene; cDNA EST EMBL:D73975 comes from this gene; cDNA 
EST EMBL:C09722 comes from this gene; cDNA EST yk428c4.5 
comes from this gene; cDN 

409023 

uC-osflcyp002e04bl 

BLASTX 

g4678259 

592 

3.0e-61 

175 
33 

(AL049657) putative protein [Arabidopsis thaliana] 
409024 

uC-osflcyp002e05bl 

BLASTX 

g2499611 

536 

1.0e-54 

141 
72 

MITOGEN-ACTIVATED PROTEIN KINASE HOMOLOG 7 (MAP KINASE 7) 

(ATMPK7) >gi_629548_pir S40473 mitogen-activated protein 

kinase 7 (EC 2.7.1.-) - Arabidopsis thaliana 
>gi_457406_dbj_BAA04870_ (D21843) MAP kinase [Arabidopsis 
thaliana] 

409025 

uC-osflcyp002e07bl 

BLASTX 

gl737492 

205 

5.0e-16 

55 
82 

(U81318) poly (A) -binding protein [Triticum aestivum] 
409026 

uC-osflcyp002e08bl 

BLASTX 

g4522008 

169 

9.0e-12 



52987 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



76 
45 

(AC007069) 



hypothetical protein [Arabidopsis thaliana] 



409027 

uC-osflcyp002e09bl 

BLASTX 

gl00554 

246 

4.0e-21 

94 
61 

14-3-3 protein homolog - barley >gi_22 607_emb_CAA4 4259_ 
(X62388) 14-3-3 protein homologue [Hordeum vulgare] 

409028 

uC-osflcyp002f01bl 

BLASTX 

g2129921 

173 

3.0e-12 

51 
65 

hypothetical protein 1 - Madagascar periwinkle >gi_758 694 
(U12573) putative [Catharanthus roseus] 

409029 

uC-osflcyp002f02bl 

BLASTX 

g2959767 

679 

2.0e-71 

177 
69 

(AJ002584) At MRP 4 [Arabidopsis thaliana] >gi_3738292 
(AC005309) glut athione-con jugate transporter AtMRP4 
[Arabidopsis thaliana] 

409030 

uC-osflcyp002f03bl 

BLASTX 

g3281853 

287 

1.0e-25 

59 
88 

(AL031004) putative protein [Arabidopsis thaliana] 
409031 

uC-osflcyp002f04bl 

BLASTX 

g4006978 

174 

2.0e-12 

90 

38 

(AJ131335) pollen allergen (group II) 



[Cynodon dactylon] 



52988 





Seq. No. 


409032 




Seq. ID 


uC-osflcyp002f05bl 




Method. 






NCBI GI 


gl491638 




BLAST score 


239 




E value 


6.0e-20 




Match length 


89 




% identity 


49 




NCBI Description 


(X99922) male steri: 




Seq. No. 


409033 




Seq. ID 


uC-osflcyp002f07bl 




Method 


BLASTX 




NCBI GI 


g4587549 




BLAST score 


245 




E value 


1 . Ue-z u 




Match length 


131 




% identity 


44 


'"in 


NCBI Description 


(AC006577) Similar - 


fr: 




nucleolysin (TIAR) : 


Pf% 




PF_0007 6 RNA recogn; 


"^l 
^r- 




gb_T44127 come from 


few 


Seq. No. 


409034 


jj \l_ 


Seq. ID 


uC-osflcyp002f07b2 


pi 


Method 


BLASTN 






g4 ooUooo 




BLAST score 


77 




E value 


5.0e-35 


U 


Match length 


229 




% identity 


90 


O 


NCBI Description 


Oryza sativa subsp. 






complete sequence 




Seq. No. 


409035 




Seq. ID 


uC-osflcyp002f08bl 




Method 


BLASTX 




NCBI GI 


gll70937 




BLAST score 


633 




E value 


1.0e-69 




Match length 


136 




% identity 


99 



domains. ESTs gb_T21032 and 
[Arabidopsis t 



NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 
>gi_45054 9_emb_CAA81481_ (Z26867) S-adenosyl methionine 
synthetase [Oryza sativa] 

409036 

uC-osflcyp002f09bl 

BLASTX 

g2118232 

216 

1.0e-17 

65 
55 

aha9 protein - Arabidopsis thaliana 



52989 



Seq. No. 


409037 


Seq. ID 


uC-osflcyp002fl0bl 




TUT 7\ CTM 


NCBI GI 


g20255 


BLAST score 


302 


E value 


1.0e-169 


Match length 


347 


% identity 


97 


NCBI Description 


O.sativa gene for heat 


Seq. No. 


409038 


Seq. ID 


uC-osflcyp002g02bl 


lWTr^ 4— 1^ s~\ 

L v ie tnOQ 


nj 7\ C T>V 

bLiAb I A 


NCBI GI 


gl421730 


BLAST score 


557 


E value 


1.0e-71 


Match length 


146 


% identity 


91 


NCBI Description 


(U43082) RF2 [Zea mays] 


Seq. No. 


409039 


Seq. ID 


uC-osflcyp002g03bl 


Method 


BLASTX 


NCBI GI 


g4584541 


BLAST score 


524 


E value 


3.0e-53 


Match length 


167 


% identity 


59 


NCBI Description 


(AL049608) 3-hydroxyiso 



Seq. No. 
Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



protein [Arabidopsis thaliana] 
409040 

uC-osflcyp002g04bl 

BLASTX 

g4538913 

280 

1.0e-24 

104 

59 

(AL04 9482) putative protein [Arabidopsis thaliana] 
409041 

uC-osflcyp002g05bl 

BLASTX 

g2407281 

699 

6.0e-74 

132 
98 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



409042 

uC-osflcyp002g09bl 

BLAST N 

gl658314 



52990 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



328 

0.0e+00 

336 

99 

O.sativa osr40g3 gene 
409043 

uC-osflcyp002gl0bl 

BLASTX 

g4538911 

143 

9.0e-09 

76 

46 

(AL04 9482) hypothetical protein [Arabidopsis thaliana] 
409044 

uC-osflcyp002gl2bl 

BLASTX 

g2493147 

167 

2.0e-23 

87 

75 

VACUOLAR ATP SYNTHASE 16 KD PROTEOLIPID SUBUNIT >gi_857574 
(U27098) H+-ATPase [Oryza sativa] 

409045 

uC-osflcyp002h01bl 

BLASTX 

g4090257 

313 

2.0e-29 

65 

92 

(AJ131732) ribosomal protein L37A [Pseudotsuga menziesii] 
409046 

uC-osflcyp002h02bl 

BLASTX 

g6016561 

615 

5.0e-64 

130 
89 

MAGO NASH I PROTEIN HOMOLOG >g i_3 12351 5_emb_CAA7 000 6_ 
(Y08761) Mago Nashi-like protein [Euphorbia lagascae] 

409047 

uC-osflcyp002h03bl 

BLASTX 

g4126809 

823 

2.0e-88 

156 

51 

(AB017042) glyoxalase I [Oryza sativa] 



52991 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409048 

uC-osflcyp003a06bl 

BLASTX 

gl865677 

168 

1.0e-ll 

82 

46 

(Y08568) trehalose-6-phosphate synthase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409049 

uC-osflcyp003a09bl 

BLASTN 

g3248998 

230 

1.0e-126 

257 
98 

Oryza sativa translation elongation factor mRNA, partial 
cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409050 

uC-osflcyp003b07bl 

BLASTX 

gll69528 

303 

2.0e-27 

75 

81 

ENOLASE 2 ( 2-PHOSPHOGLYCERATE DEHYDRATASE 2) 
(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE 2) >gi_602253 (U17973) 
enolase [Zea mays] 

409051 

uC-osflcyp003b09bl 

BLASTN 

g5821066 

241 

1.0e-133 

273 
97 

Oryza sativa gene for WH04, complete cds 
409052 

uC-osflcyp003c04bl 

BLASTX 

g3860277 

245 

1.0e-20 

53 
91 

(AC005824) putative ribosomal protein L10 [Arabidopsis 
thaliana] >gi_4314394_gb_AAD15604_ (AC006232) putative 
ribosomal protein L10A [Arabidopsis thaliana] 



52992 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409053 

uOosflcyp003f03bl 

BLASTX 

g3122572 

163 

3.0e-ll 

49 
65 

NADH-UBIQUINONE OXIDOREDUCTASE 7 5 KD SUBUNIT PRECURSOR 
(COMPLEX I-75KD) (CI-75KD) (76 KD MITOCHONDRIAL COMPLEX 

SUBUNIT) >gi_1084434_pir S52737 NADH dehydrogenase 

(ubiquinone) (EC 1.6.5,3) 76K chain precursor - potato 

>gi_75834 0_emb_CAA59818_ (X85808) 76 kDa mitochondrial 

complex I subunit [Solanum tuberosum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409054 

uC-osflcyp003f06bl 

BLASTX 

g4679028 

154 

5.0e-10 

64 
45 

(AF077207) HSPC021 [Homo sapiens] 

>gi_5106781_gb_AAD39841.1__ (AF083243) HSPC025 [Homo 
sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409055 

uC»osflcyp003fllbl 

BLASTX 

g4581156 

348 

8.0e-33 

78 
87 

(AC006919) putative pyruvate kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409056 

uC-osflcyp003g01bl 

BLASTX 

g5734768 

395 

2.0e-38 

95 

72 

(AC007651) Hypothetical Protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409057 

uC-osflcyp003g02bl 

BLASTX 

gl546696 

368 

3.0e-35 

99 
68 

(X98807) peroxidase ATP21a [Arabidopsis thaliana] 



52993 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409058 

uC-osflcyp003g05bl 

BLASTN 

g2773153 

361 

0.0e+00 

409 

97 

Oryza sativa abscisic acid- and stress-inducible protein 
(Asrl) mRNA, complete cds 

409059 

uC-osflcyp003h07bl 

BLASTX 

g3036951 

210 

1.0e-16 
51 

80 

(AB012639) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409060 

uC-osflcyp003h08bl 

BLASTX 

g218179 

144 

5.0e-09 

33 
88 

(D10207) H-ATPase [Oryza sativa] >gi_444 339_prf_ 
ATPase [Oryza sativa] 



1906387A H 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409061 

uC-osflcyp003h09bl 

BLASTX 

g3885886 

163 

3.0e-ll 

30 
93 

(AF093631) Rieske Fe-S precursor protein [Oryza sativa] 
409062 

uC-osflcyp003hllbl 

BLASTX 

gl31332 

151 

1.0e-09 

32 
100 

PHOTOSYSTEM II 10 KD PHOSPHOPROTEIN >gi_727 16_pir F2RZ0P 

photosystem II phosphoprotein psbH - rice chloroplast 
>gi_11953_emb__CAA31204_ (X12695) 10 kD phosphoprotein (AA 1 
- 73) [Oryza sativa] >gi_12016_emb_CAA3397 6_ (X15901) PSII 
lOkDa phosphoprotein [Oryza sativa] 
>gi_226635_prf 1603356BJ photosystem II lOkD 



52994 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



phosphoprotein [Oryza sativa] 
409063 

uC-osflcyp004a01bl 

BLASTX 

g5821067 

447 

2.0e-44 

134 

70 

(AB011967) WH04 [Oryza sativa] 
409064 

uC-osflcyp004al2bl 

BLASTX 

gl865677 

473 

5.0e-48 

138 

70 

(Y08568) trehalose-6-phosphate synthase [Arabidopsis 
thaliana] 

409065 

uC-osflcyp004f02bl 

BLAST N 

g4097337 

257 

1.0e-142 

334 
99 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 

409066 

uC-osflcyp004g06bl 

BLASTX 

g3264767 

143 

3.0e-13 

70 
58 

(AF071893) AP2 domain containing protein [Prunus armeniaca] 
409067 

uC-osflcyp004h02bl 



BLASTX 

g320618 

378 

2.0e-36 

92 
79 



chlorophyll a/b-binding protein I precursor - rice 
>gi_218172_dbj__BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 
>gi_227611__prf 1707316A chlorophyll a/b binding protein 1 



[Oryza sativa] 



52995 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409068 

uC-osflcyp005a02bl 

BLASTN 

gll09671 

58 

6.0e-24 

74 

95 

Oryza sativa Ca2+ sensitive 3 1 
3'(2 T ) phosphohydrolase mRNA, 



(2 1 ) , 5-diphosphonucleoside 
complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



409069 

uC-osflcyp005a03bl 

BLASTX 

gl20657 

566 

2.0e-58 

143 

81 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A PRECURSOR, 

CHLOROPLAST >gi_66024_pir DEZMG3 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) (EC 1.2.1.13) A precursor, chloroplast - 
maize >gi_168479 (M18976) glyceraldehyde-3-phosphate 
dehydrogenase [Zea mays] >gi_763035_emb_CAA33455_ (X15408) 
glyceraldehyde-3-phosphate dehydrogenase [Zea mays] 

409070 

uC-osflcyp005a04bl 

BLASTX 

g2497746 

380 

1.0e-36 

99 
76 

NONSPECIFIC LIP ID- TRANSFER PROTEIN 2 PRECURSOR (LTP 2) 
>gi__951334 (U31766) lipid transfer protein precursor [Oryza 
sativa] 

409071 

uC-osflcyp005a06bl 

BLASTX 

g2501189 

298 

4.0e-27 

92 
74 

THIAMINE BIOSYNTHETIC ENZYME 1-1 PRECURSOR 

>gi_213014 6_pir S61419 thiamine biosynthetic enzyme thil-1 

- maize >gi_596078 (U17350) thiamine biosynthetic enzyme 
[Zea mays] 

409072 

uC-osflcyp005a08bl 

BLASTX 

g3023816 



52996 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



581 

4.0e-60 
129 
88 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 
>gi_968996 (U3167 6) glyceraldehyde-3-phosphate 
dehydrogenase [Oryza sativa] 

409073 

uC-osflcyp005a09bl 
BLASTX 
g320618 
705 

1.0e-74 

151 
89 

chlorophyll a/b-binding protein I precursor 
>gi_218172_dbj_BAA00536_ (D00641) type 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227 611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



rice 

I light-harvesting 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



409074 

uC-osflcyp005a!0bl 

BLASTX 

g2293480 

449 

1.0e-44 

89 
98 

(AF011331) glycine-rich protein [Oryza sativa] 
409075 

uC-osflcyp005b01bl 

BLASTX 

g6056196 

293 

3.0e-26 

83 
65 

(AC009400) unknown protein [Arabidopsis thaliana] 
409076 

uC-osflcyp005b04bl 

BLASTX 

g3978578 

242 

2.0e-20 

131 

40 

(AB020528) Polygalacturonase inhibitor [Poncirus 
trifoliata] 

409077 

uC-osflcyp005b05bl 

BLASTX 

g4467128 



52997 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



558 

2.0e-57 

156 

71 

(AL035538) putative protein [Arabidopsis thaliana] 
409078 

uC-osflcyp005b07bl 

BLASTX 

gl076746 

490 

2.0e-49 

126 

79 

heat shock protein 70 - rice (fragment) 

>gi_7 63160_emb_CAA47948_ (X67711) heat shock protein 70 
[Oryza sativa] 

409079 

uC-osflcyp005b08bl 

BLASTX 

g462195 

358 

3.0e-34 

92 
85 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG (GOS2 PROTEIN) 

>gi_100682_pir S21636 GOS2 protein - rice 

>gi_20238_emb_CAA36190_ (X51910) GOS2 [Oryza sativa] 
>gi_3789950 (AF094774) translation initiation factor [Oryza 
sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409080 

uC-osflcyp005bllbl 

BLASTX 

g6091726 

178 

1.0e-12 

156 
33 

(AC010797) hypothetical protein [Arabidopsis thaliana] 
409081 

uC-osflcyp005bl2bl 

BLASTX 

g3212865 

469 

6.0e-47 

156 
61 

(AC004005) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



409082 

uC-osflcyp005c02bl 

BLASTX 

g2293480 

431 



52998 



# 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-42 

85 
98 

(AF011331) glycine-rich protein [Oryza sativa] 



409083 

uC-osflcyp005c04bl 

BLASTX 

g6015065 

587 

5.0e-61 

114 
94 

ELONGATION FACTOR 2 (EF-2) 
(Z97178) elongation factor 



>gi_2 36971 4_emb_CAB 0 9 9 0 0_ 
2 [Beta vulgaris] 



409084 

uC-osflcyp005c05b2 

BLASTN 

g902057 

146 

2.0e-76 

230 
91 

Oryza sativa lipid transfer protein precursor, mRNA, 
partial cds 

409085 

uC-osflcyp005c06bl 

BLASTX 

g4467124 

264 

8.0e-23 

142 

42 

(AL035538) hypothetical protein [Arabidopsis thaliana] 
409086 

uC-osflcyp005c08bl 

BLASTN 

g3885891 

123 

9.0e-63 

184 

99 

Oryza sativa photosystem-1 F subunit precursor (PSI-F) 
mRNA, complete cds 



409087 

uC-osflcyp005cl0bl 

BLASTX 

g2129921 

179 

6.0e-13 

51 

67 

hypothetical protein 1 



- Madagascar periwinkle >gi_758694 



52999 



# 



(U12573) putative [Catharanthus roseus] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409088 

uC-osflcyp005cllbl 

BLASTX 

g283008 

603 

1.0e-62 

138 
86 

sucrose synthase (EC 2, 
>gi_2 036 6_emb_CAA4 6 0 1 7 _ 
sativa] 



4.1.13) - rice 
(X64770) sucrose synthase [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



409089 

uC-osflcyp005d01bl 

BLASTX 

g5802606 

537 

2.0e-63 

136 
89 

(AF174486) methylenetetrahydrof olate reductase 



[Zea mays] 



409090 

uC-osflcyp005d01b2 

BLASTX 

g5802606 

362 

2.0e-34 

75 

84 

(AF174486) methylenetetrahydrof olate reductase [Zea mays] 
409091 

uC-osflcyp005d04bl 

BLASTX 

g2827524 

379 

2.0e-36 

81 

78 

(AL021633) predicted protein [Arabidopsis thaliana] 
409092 

uC-osflcyp005d05bl 

BLASTX 

gl419368 

443 

6.0e-44 

107 

78 

(X97725) actin depolymerizing factor [Zea mays] 
409093 

uC-osflcyp005d09bl 
BLASTX 



53000 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll73218 
337 

2.0e-31 

65 
98 

40S RIBOSOMAL PROTEIN S15A >gi_440824 (L27461) ribosomal 
protein S15 [Arabidopsis thaliana] >gi_2150130 (AF001412) 
cytoplasmic ribosomal protein S15a [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409094 

uC-osflcyp005dllbl 

BLASTX 

gl352468 

270 

2.0e-23 

167 

39 

BETA-FRUCTOFURANOSIDASE 1 
HYDROLASE 1) (INVERTASE 1) 
[Zea mays] 



PRECURSOR (SUCROSE-6-PHOSPHATE 
>gi 1122439 (U16123) invertase 



409095 

uC-osflcyp005e01bl 

BLASTX 

g4314388 

324 

6.0e-30 

131 

50 

(AC006232) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



409096 

uC-osflcyp005e03bl 

BLASTX 

g3033386 

422 

2.0e-41 

155 

55 

(AC004238) RING3-like protein [Arabidopsis thaliana] 
409097 

uC-osflcyp005e07bl 

BLASTX 

g3695392 

290 

5.0e-26 

144 

45 

(AF096371) No definition line found [Arabidopsis thaliana] 
409098 

uC-osflcyp005el0bl 

BLASTX 

gll84774 

652 

2.0e-68 



53001 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



143 
87 

(U45856) cytosolic glyceroldehyde-3-phosphate dehydrogenase 
GAPC3 [Zea mays] 

409099 

uC-osflcyp005ellbl 

BLASTX 

g2130069 

763 

2.0e-81 

141 
100 

catalase (EC 1.11.1.6) catA - rice 

>gi_1261858_dbj_BAA06232__ (D29966) catalase [Oryza sativa] 
409100 

uC-osflcyp005el2bl 

BLASTX 

g2244709 

310 

3.0e-28 

142 
52 

(AB005295) HY5 [Arabidopsis thaliana] 

>gi_2251085_dbj_BAA21327_ (AB005456) HY5 [Arabidopsis 
thaliana] 

409101 

uC-osflcyp005f02bl 

BLASTX 

g2864624 

230 

5.0e-19 

132 
36 

(AL021811) putative protein [Arabidopsis thaliana] 
409102 

uC-osflcyp005f03bl 

BLASTX 

g267196 

331 

1.0e-35 

136 

63 

GRANULE-BOUND GLYCOGEN (STARCH) SYNTHASE PRECURSOR 

>gi_66574_pir YUPOY ADPglucose — starch glucosyltransf erase 

(EC 2.4.1.21) precursor - potato >gi_214 71_emb__CAA41359_ 
(X58453) glycogen (starch) synthase [Solanum tuberosum] 

409103 

uC-osflcyp005f04bl 

BLASTX 

g231586 

212 

6.0e-17 



53002 



0 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42 
95 

ATP SYNTHASE BETA CHAIN, MITOCHONDRIAL PRECURSOR 

>gi__82027_pir S20504 H+-transporting ATP synthase (EC 

3.6.1.34) beta chain, mitochondrial - Para rubber tree 
>gi_18831_emb_CAA41401_ (X58498) mitochondrial ATP synthase 
beta-subunit [Hevea brasiliensis] 

409104 

uC-osflcyp005f06bl 

BLASTX 

g2498586 

617 

3.0e-64 

134 

86 

MAJOR POLLEN ALLERGEN ORY S 1 PRECURSOR (ORY S I) 
>gi_1173557 (U31771) Ory s 1 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409105 

uC-osflcyp005f08bl 

BLASTX 

gll4420 

774 

1.0e-82 

160 

96 

ATP SYNTHASE BETA CHAIN, MITOCHONDRIAL PRECURSOR 

>gi_100882_pir S11491 H+-transporting ATP synthase (EC 

3.6.1.34) beta chain, mitochondrial - maize 
>gi_22173_emb_CAA38140_ (X54233) ATPase Fl subunit protein 
[Zea mays] >gi_897618 (M36087) F-l-ATPase subunit 2 [Zea 
mays] 

409106 

uC-osflcyp005f09b2 

BLASTX 

g2842482 

245 

9.0e-21 

71 
69 

(AL021749) protein phosphatase 2C-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409107 

uC-osflcyp005fl0bl 

BLASTX 

g4666287 

668 

3.0e-70 
133 
100 

(D85764) 
sativa] 



cytosolic monodehydroascorbate reductase [Oryza 



Seq. No. 



409108 



53003 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-osflcyp005fl2bl 

BLASTX 

g4938503 

403 

3.0e-39 

145 

59 

(AL078465) hnRNP-like protein [Arabidopsis thaliana] 
409109 

uC-osflcyp005g01bl 

BLASTX 

g4262140 

317 

3.0e-29 

106 

64 

(AC005275) putative C-type Ul snRNP [Arabidopsis thaliana] 
409110 

uC-osflcyp005g02bl 

BLASTX 

g6056425 

370 

1.0e-35 

93 
77 

(AC009525) Putative ribosomal protein L19 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



409111 

uC-osflcyp005g03bl 

BLASTX 

g6094303 

391 

8.0e-38 

109 

64 

SELENOCYSTEINE METHYL TRANSFERASE ( SECYS-METHYLTRANSFERASE) 
(SECYS-MT) >gi__4006848_emb_CAA10368_ (AJ131433) 
selenocysteine methyltransf erase [Astragalus bisulcatus] 

409112 

uC-osflcyp005g05bl 

BLASTN 

gl060934 

39 

2.0e-12 

43 
98 

Maize mRNA for rtiLIP15 (DNA-binding factor) , complete cds 
409113 

uC-osflcyp005g06bl 

BLASTX 

g3024505 

569 



53004 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-58 

142 
77 

RAS- RELATED PROTEIN RAB11D >gi__623580 (L29270) putative 
[Nicotiana tabacum] 

409114 

uC-osflcyp005g07bl 

BLASTX 

g6056425 

337 

1.0e-31 

90 
74 

(AC009525) Putative ribosomal protein L19 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



409115 

uC-osflcyp005g08bl 

BLASTN 

g5815409 

407 

0.0e+00 

423 

99 

Oryza sativa blast and wounding induced mitogen-activated 
protein kinase (BWMK1) mRNA, complete cds 

409116 

uC-osflcyp005g0 9bl 

BLASTX 

g2500353 

696 

1.0e-73 

135 
99 

60S RIBOSOMAL PROTEIN L10-3 (QM/R22) >gi_1293784 (U55048) 
similar to human QM protein, a putative tumor supressor, 
and to maize ubiquinol-cytochrome C reductase complex 
subunit VI requiring protein SC34 [Oryza sativa] 

409117 

uC-osflcyp005gllbl 

BLASTX 

g5007084 

665 

5.0e-70 

125 
100 

(AF155333) NADP-specif ic isocitrate dehydrogenase [Oryza 
sativa] 

409118 

uC-osflcyp005h02bl 

BLASTX 

g5817608 

388 



53005 



E value 
Match length 
% identity 
NCBI Description 



2.0e-37 

117 

65 

(AF137288) putative translation initiation factor 2B beta 
subunit [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409119 

uC-osflcyp005h06bl 

BLASTX 

gl30940 

437 

2.0e-43 

114 

72 

PAT HOGENE SIS- REL AT E D PROTEIN PRMS PRECURSOR 

>gi_100906__pir S14969 pathogenesis-related protein - maize 

>gi_22454_emb_CAA38223_ (X54325) pathogenesis-related 
protein [Zea mays] 

409120 

uC-osflcyp005h07bl 

BLASTX 

g6056372 

416 

8.0e-41 

128 
65 

(AC009894) Very similar to receptor-like serine/threonine 
kinase [Arabidopsis thaliana] 



409121 

uC-osflcyp005h08bl 

BLASTX 

g5281044 

227 

9.0e-19 

116 
42 

(AL080318) flavonoid 3' 
[Arabidopsis thaliana] 



5 1 -hydroxylase like protein 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



409122 

uC-osflcyp005hl2bl 

BLASTX 

g5391446 

153 

5-0e-10 

50 
62 

(AF031471) pollen allergen [Juniperus oxycedrus] 
409123 

uC-osflcyp006a01bl 

BLASTX 

g400803 

413 

2.0e-40 



53006 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



99 
79 

2 f 3-BISPH0SPH0GLYCERATE- INDEPENDENT PHOSPHOGLYCERATE MUTASE 
(PHOSPHOGLYCEROMUTASE) (BPG-INDEPENDENT PGAM) (PGAM-I) 

>gi_283033_pir A42807 phosphoglycerate mutase (EC 

5.4.2.1), 2, 3-bisphosphoglycerate-independent - maize 
>gi_168588 (M80912) 2, 3-bisphosphoglycerate-independent 
phosphoglycerate mutase [Zea mays] 



409124 

uC-osflcyp006a02bl 

BLASTX 

g2292907 

439 

2.0e-43 

160 

29 

(Y10099) P-glycoprotein homologue 



[Hordeum vulgare] 



409125 

uC-osflcyp006a03bl 

BLASTX 

g3927825 

353 

7.0e-40 

112 

74 

(AC005727) putative dTDP-glucose 4-6-dehydratase 
[Arabidopsis thaliana] 

409126 

uC-osflcyp006a04bl 

BLASTX 

gl082337 

328 

1.0e-30 

96 
65 

DNA helicase Ql - human >gi_531243_dbj_BAA07200_ (D37984) 
DNA helicase Ql [Homo sapiens] 

409127 

uC-osflcyp006a07bl 

BLASTX 

g854731 

554 

1.0e-62 

140 
83 

(U19183) acetyl-coenzyme A carboxylase [Zea mays] 
409128 

uC-osflcyp006a08bl 

BLASTN 

g426441 

101 

1.0e-49 



53007 



Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273 
84 

Rice mRNA for thioredoxin h, complete cds 
409129 

uC-osflcyp006a09bl 

BLASTX 

g2160158 

370 

2.0e-35 

136 

53 

(AC000132) Similar to elongation factor 1-gamma 
(gb_EFlG__XENLA) . ESTs gb_T20564 7 gb_T45940, gb_T04527 come 
from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409130 

uC-osflcyp006al0bl 

BLASTN 

g5670155 

107 

6.0e-53 

402 

85 

Oryza sativa subsp. 
sequence 



japonica BAC clone 34K24, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



409131 

uC-osflcyp006allbl 

BLASTX 

g6056418 

404 

2.0e-39 

114 

65 

(AC009525) Similar to beta-glucosidases [Arabidopsis 
thaliana] 

409132 

uC-osflcyp006b02bl 

BLASTX 

gl717951 

553 

7.0e-57 

101 

98 

UBIQUINOL-CYTOCHROME C REDUCTASE IRON-SULFUR SUBUNIT 3 
PRECURSOR (RIESKE IRON-SULFUR PROTEIN 3) (RISP3) >gi__530053 
(L16811) Rieske iron-sulfur protein [Nicotiana tabacum] 

409133 

uC-osflcyp006b03bl 

BLASTX 

g2499819 

615 

3.0e-64 
120 



53008 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



98 

ASPARTIC PROTEINASE ORYZASIN 1 PRECURSOR 

>gi_2130068_pir S66516 aspartic proteinase 1 precursor - 

rice >gi_1030715_dbj_BAA0687 6_ (D32165) aspartic protease 
[Oryza sativa] >gi_JL71128 9_dbj_BAA06875_ (D32144) aspartic 
protease [Oryza sativa] 

409134 

uC-osflcyp006b04bl 

BLASTX 

g3892722 

157 

2.0e-10 

46 
59 

(AL033545) putative protein [Arabidopsis thaliana] 
409135 

uC-osflcyp006b05bl 

BLASTX 

g2760349 

484 

6.0e-49 

98 

21 

(U84969) ubiquitin [Arabidopsis thaliana] 
409136 

uC-osflcyp006b06bl 

BLASTX 

g4406819 

175 

8.0e-13 

74 

53 

(AC006201) unknown protein [Arabidopsis thaliana] 
409137 

uC-osflcyp006b08bl 

BLASTX 

gl362086 

809 

8.0e-87 

163 

94 

5-methyltetrahydropteroyltriglutamate — homocysteine 

S -methyl trans f erase (EC 2.1.1.14) - Madagascar periwinkle 

>gi_2129919_pir S65957 

5 -methyl tetrahydropteroyltriglutamate — homocysteine 
S -methyl trans f erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_88 6471_emb_CAA58474_ (X83499) methionine synthase 
[Catharanthus roseus] 

409138 

uC-osflcyp006bl0bl 

BLASTX 

g3789954 



53009 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



464 

2.0e-46 

85 
100 

(AF094776) 
sativa] 



chlorophyll a/b-binding protein precursor [Oryza 



409139 

uC-osflcyp006bl2bl 

BLASTX 

g5295980 

475 

8.0e-48 

95 

97 

(AB003323) MADS box-like protein [Oryza sativa] 
409140 

uC-osflcyp006c03bl 

BLASTX 

g2641619 

527 

9.0e-54 

93 

99 

(AF032468) ubiquitin-conjugating enzyme protein E2 [Zea 
mays] 



409141 

uC-osflcyp006c04bl 

BLASTX 

g4966343 

347 

2.0e-33 

153 

49 

(AC006341) Is a member of PF_00481 
family. [Arabidopsis thaliana] 



Protein phosphatase 2C 



409142 

uC-osflcyp006c05bl 

BLASTX 

g283008 

652 

2.0e-68 

140 

91 

sucrose synthase (EC 2, 
>gi_2 036 6__emb_C AA4 6 0 1 7 _ 
sativa] 

409143 

uC-osflcyp006c07bl 

BLASTX 

g4539452 

532 

2.0e-54 



4.1.13) - rice 
(X64770) sucrose synthase [Oryza 



53010 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148 
66 

(AL04 9500) putative phosphoribosylanthranilate transferase 
[Arabidopsis thaliana] 



409144 

uC-osflcyp006c09bl 

BLASTX 

g4126809 

495 

6.0e-50 

153 

42 

{AB017042) glyoxalase 



I [Oryza sativa] 



409145 

uC-osflcyp006cllbl 

BLASTX 

g4454042 

172 

2.0e-12 

84 
44 

(AL035394) putative protein 
409146 

uC-osflcyp006d02bl 

BLASTX 

g4972052 

168 

9.0e-13 

47 

45 

(AL078470) putative protein 



[Arabidopsis thaliana] 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



409147 

uC-osflcyp006d03bl 

BLASTX 

g2104681 

195 

7.0e-15 

105 

47 

(X97907) transcription factor [Vicia faba] 
409148 

uC-osflcyp006d07bl 

BLASTX 

g310317 

607 

3.0e-75 

144 

99 

(L19598) beta-tubulin [Oryza sativa] 
409149 

uC-osflcyp006d08bl 



53011 



Method 


BLASTX 


NCBI GI 


gl321661 


BLAST score 


488 


E value 


2.0e-49 


Match length 


101 


% identity 


96 


NCBI Description 


(D45423) ascorbate peroxidase 


Seq. No. 


409150 


Seq. ID 


uC-osflcyp006dllbl 


Method 


BLASTX 


NCBI GI 


g4204232 


BLAST score 


198 


E value 


2.0e-15 


Match length 


75 


% identity 


57 


NCBI Description 


(AF035378) MADS-box protein 1 


Seq. No. 


409151 


Seq. ID 


uC-osflcyp006e01bl 


Method 


BLASTX 


NCBI GI 


gl084455 


BLAST score 


367 


E value 


2.0e-35 


Match length 


71 


% identity 


97 


NCBI Description 


peptidylprolyl isomerase (EC 




>gi 600767 (L29469) cyclophil. 


Seq. No. 


409152 


Seq. ID 


uC-osflcyp006e02bl 


Method 


BLASTX 


NCBI GI 


g68843 


BLAST score 


218 


E value 


1.0e-17 


Match length 


72 



[Lolium t emu lent urn] 



,2.1.8) Cyp2 - rice 
i 2 [Oryza sativa] 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



61 

phospholipid transfer protein homolog - rice 
>gi_4139635_pdb_lRZL_ Rice Nonspecific Lipid Transfer 
Protein >gi_5107522jpdb_lBV2_ Lipid Transfer Protein From 
Rice Seeds, Nmr, 14 Structures 

409153 

uC-osflcyp006e03bl 

BLASTX 

gll01025 

222 

5.0e-18 

87 
56 

(U37794) alpha-tubulin [Eucalyptus globulus subsp. 
bicostata] 

409154 

uC-osflcyp006e06bl 

BLASTX 

gll71008 



53012 



€1 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304 

9.0e-28 

84 

58 

POLLEN ALLERGEN PHL P 1 PRECURSOR (PHL P I) 

>gi_629812_pir S44182 allergen Phi pi- common timothy 

>gi_473360_emb_CAA55390_ (X78813) Phi p I allergen [Phleum 
pratense] 



Seq. No. 


409155 


Seq. ID 


uC-osflcyp006e07bl 


Method 


BLASTX 


NCBI GI 


g3885882 


BLAST score 


557 


E value 


2.0e-57 


Match length 


107 


% identity 


98 


NCBI Description 


(AF093629) inorganic pyrophosphatase [Oryza sativai 


Sea No 


409156 


Seq. ID 


uC-osf Icyp006e09bl 


Method 


BLASTX 


NCBI GI 


g2894598 


BLAST score 


229 


E value 


5 . Oe-19 


Match length 


57 


% i fipnt 1 1 v 


72 


NCBI Description 


(AL02188 9) putative protein [Arabidopsis thaliana] 


Sea No 


409157 


Seq. ID 


uC-osf Icyp006el0bl 


Method 


BLASTX 


NCBI GI 


g5360221 


BLAST score 


343 


E value 


7 . 0e-33 


Match length 


71 


% i Hpnf- i "h v 


93 


NCBI Description 


(AB011262) nuclear transport factor 2 (NTF2) [Oryz. 


Se^rr No 


409158 


Seq. ID 


uC-osf lcyp006ellbl 


Method 


BLASTX 


NCBI GI 


g4097573 


BLAST score 


239 


E value 


5.0e-20 


Match length 


115 


% identity 


49 


NCBI Description 


(U64917) GMFP7 [Glycine max] 


Seq. No. 


409159 


Seq. ID 


uC-osflcyp006f02bl 


Method 


BLASTX 


NCBI GI 


gl351270 


BLAST score 


435 


E value 


4.0e-43 


Match length 


110 


% identity 


80 



53013 



NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 

>gi_478410_pir JQ2255 triose-phosphate isomerase (EC 

5.3.1.1) - rice >gi_169821 (M87064) triosephosphate 
isomerase [Oryza sativa] 



409160 

uC-osflcyp006f03bl 

BLASTX 

g3219758 

531 

2.0e-54 

108 

96 

ACTIN 66 >gi 1498374 



(U60485) actin [Solanum tuberosum] 



409161 

uC-osflcyp006f05bl 

BLASTX 

g2980798 

431 

2.0e-42 

148 
59 

(AL022197) putative protein [Arabidopsis "thaliana] 
409162 

uC-osflcyp006f06bl 

BLASTX 

g3914470 

149 

8.0e-10 

63 

52 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 
>gi_1321868_emb_CAA66373_ (X97771) lOkD PSII protein 
[Hordeum vulgare] 

409163 

uC-osflcyp006f lObl 

BLASTX 

g2072555 

237 

7.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi__6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

409164 

uC-osflcyp006fllbl 

BLASTX 

g3915826 

469 

5.0e-47 

111 

85 



53014 



NCBI Description 60S RIBOSOMAL PROTEIN L5 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409165 

uC-osflcyp006fl2bl 

BLASTX 

g2104681 

172 

7.0e-15 

79 
61 

(X97907) transcription factor [Vicia faba] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409166 

uC-osflcyp006g01bl 

BLASTX 

g2190548 

328 

2.0e-30 

108 

66 

(AC001229) EST gb__ATTS1121 comes from this gene. 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409167 

uC-osflcyp006g03bl 

BLASTX 

gl69705 

496 

2.0e-50 

110 
92 

(M64737) ATP:pyruvate phosphotransferase 



[Ricinus communis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409168 

uC-osflcyp006g05bl 

BLASTX 

g4886522 

221 

5.0e-18 

95 
47 

(AL050291) hypothetical protein [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409169 

uC-osflcyp006g06bl 

BLASTX 

g4531444 

432 

4.0e-44 

153 
59 

(AC006224) putative protein kinase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



409170 

uC-osflcyp006gl2bl 

BLASTX 

gl747296 



53015 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



346 

5.0e-33 

73 

99 

(D45384) vacuolar H+-pyrophosphatase [Oryza sativa] 
>gi_3298476_dbj_BAA31524_ (AB012766) ovp2 [Oryza sativa] 

409171 

uC-osflcyp006h01tal 

BLASTN 

gl304214 

38 

7.0e-12 

62 

90 

Rice mRNA for precursor of 22 kDa protein of photosystem II 
(PSII-S), complete cds 

409172 

uC-osflcyp006h02bl 

BLASTX 

g3915826 

407 

7.0e-40 

96 
84 

60S RIBOSOMAL PROTEIN L5 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409173 

uC-osflcyp006h05bl 

BLASTX 

g4586031 

274 

4.0e-24 

64 

81 

(AC007109) unknown protein [Arabidopsis thaliana] 
409174 

uC-osflcyp006h09bl 

BLASTX 

g2286153 

338 

4.0e-32 

73 

92 

(AF007581) cytoplasmic malate dehydrogenase [Zea mays] 
409175 

uC-osflcyp006hllbl 

BLASTX 

g3080420 

278 

9.0e-25 

95 

64 

(AL022604) putative sugar transporter protein [Arabidopsis 



53016 



thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409176 

uC-osflcyp006hl2bl 

BLASTX 

gl362086 

439 

1.0e-43 

89 

97 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_2129919_pir S65957 

5 -me thyltetrahydropteroyltriglutamate- -homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_886471_emb_CAA58474__ (X83499) methionine synthase 
[Catharanthus roseus] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409177 

uC-osflcyp007a01bl 

BLASTX 

g2058311 

265 

4.0e-23 

84 

60 

(X7 95 66) cinnamoyl-CoA reductase [Eucalyptus gunnii] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409178 

uC-osflcyp007a03bl 

BLASTX 

g4098329 

468 

4.0e-47 

107 

83 

(U76895) beta-tubulin 



4 [Triticum aestivum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409179 

uC-osflcyp007a05bl 

BLASTX 

g584893 

649 

3.0e-68 

131 

95 

SERINE CARBOXYPEPTIDASE III PRECURSOR 

>gi__283002_pir S22530 carboxypeptidase III (EC 3.4.16.-) 

rice >gi_218153_dbj_BAA01757_ (D10985) serine 
carboxypeptidase III [Oryza sativa] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



409180 

uC-osflcyp007a06bl 

BLASTX 

g2500813 

174 

2.0e-12 



53017 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



59 
59 

NUCLEAR PROTEIN SKIP (SNW1 PROTEIN) >gi_1236986 (U51432) 
nuclear protein Skip [Homo sapiens] >gi_3417599 (AF045184) 
nuclear receptor coactivator NCoA-62 [Homo sapiens] 

409181 

uC-osflcyp007a07bl 

BLASTX 

gl29591 

189 

9.0e-15 

36 

100 

PHENYLALANINE AMMONIA- LYASE >gi_2 95824_emb_CAA3422 6_ 
(X16099) phenylalanine ammonia-lyase [Oryza sativa] 

409182 

uC-osflcyp007a08bl 

BLASTX 

g2274988 

191 

2.0e-14 

41 
90 

(AJ000226) partial sequence, homology to serine 
hydroxymethyltransf erases [Hordeum vulgare] 

409183 

uC-osflcyp007a09bl 

BLASTX 

g4539344 

272 

6.0e-24 

119 

50 

(AL035539) putative protein [Arabidopsis thaliana] 
409184 

uC-osflcyp007allbl 

BLASTX 

g584706 

163 

9.0e-12 

36 
89 

ASPARTATE AMINOTRANSFERASE, CYTOPLASMIC (TRANSAMINASE A) 

>gi__2130066_pir JC5124 aspartate transaminase (EC 

2.6.1.1), cytoplasmic - rice >gi_287298_dbj_BAA03504_ 
(D14673) aspartate aminotransferase [Oryza sativa] 

409185 

uC-osflcyp007al2bl 

BLASTX 

g2500814 

164 

3.0e-ll 



53018 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



45 
69 

HYPOTHETICAL 60.2 KD PROTEIN T27F2.1 IN CHROMOSOME V 
>gi_3880311_emb_CAA98552.1_ (Z74045) Similarity to 
Drosophila Puff specific protein BX42 (SW: BX42_DROME) ; cDNA 
EST EMBL:C07233 comes from this gene; cDNA EST EMBL:C08532 
comes from this gene; cDNA EST yk501hl0.3 comes from this 
gene; cDNA EST yk501fl.3 

409186 

uC-osflcyp007b05bl 

BLASTN 

gl373000 

44 

2.0e-15 

44 
100 

Oryza sativa ubiquitin conjugating enzyme (UBC) gene, 
complete cds 

409187 

uC-osflcyp007b06bl 

BLASTX 

g3337361 

163 

5.0e-ll 

61 
48 

(AC004481) ankyrin-like protein [Arabidopsis thaliana] 
409188 

uC-osflcyp007bl0bl 

BLASTX 

g2335100 

139 

4.0e-13 

75 

59 

(AC002339) unknown protein [Arabidopsis thaliana] 
409189 

uC-osflcyp007c01bl 

BLASTX 

gl68404 

480 

2.0e-48 

132 

74 

(J01238) actin [Zea mays] 
409190 

uC-osflcyp007c05bl 

BLASTX 

g2832633 

572 

4.0e-59 
124 



53019 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



82 

(AL021711) 



putative protein [Arabidopsis thaliana] 



409191 

uC-osflcyp007c06bl 

BLASTN 

gl68722 

53 

7.0e-21 

128 
87 

Z.mays protein phosphatase-1 (ZmPPl) mRNA, complete cds 
409192 

uC-osflcyp007c07b2 

BLASTX 

gl906826 

255 

7.0e-22 

81 

67 

(Y11827) heat shock protein [Arabidopsis thaliana] 
409193 

uC-osflcyp007c08bl 

BLASTX 

g2739374 

271 

6.0e-24 

116 

52 

(AC002505) hypothetical protein [Arabidopsis thaliana] 



409194 

uC-osflcyp007d04bl 

BLASTX 

g283008 

237 

8.0e-23 

73 

77 

sucrose synthase (EC 2, 
>gi_2 036 6__emb_CAA4 6 0 1 7_ 
sativa] 



4.1.13) - rice 
(X64770) sucrose synthase [Oryza 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409195 

uC-osflcyp007d07bl 

BLASTX 

g2352492 

268 

1.0e-23 

97 

56 

(AF005047] 
thaliana] 
response ' 



transport inhibitor response 1 [Arabidopsis 
>gi_23524 94 (AF005048) transport inhibitor 
[Arabidopsis thaliana] 



53020 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409196 

uC-osflcyp007e09bl 

BLASTX 

g3335345 

625 

3.0e-65 

157 
79 

(AC004512) Contains similarity to ABC transporter 
gb_1651790 from Synechocystis sp. gb_D90900. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409197 

uC-osflcyp007f06bl 

BLASTX 

g3023197 

263 

5.0e-23 

77 

69 

14-3-3-LIKE PROTEIN 
[Glycine max] 



D (SGF14D) >gi_1575731 (U70536) SGF14D 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409198 

uC-osflcyp007f07bl 

BLASTX 

gl29591 

412 

2.0e-40 

100 

81 

PHENYLALANINE AMMONIA-LYASE >gi_295824_emb_CAA34226_ 
(X16099) phenylalanine ammonia-lyase [Oryza sativa] 

409199 

uC-osflcyp007f08bl 

BLASTX 

gl707412 

239 

5.0e-20 

139 

37 

(X95906) Cleavage and Polyadenylation Specifity Factor 
protein [Bos taurus] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



409200 

uC-osflcyp007f 09bl 

BLASTX 

g2293480 

216 

8.0e-18 

47 
89 

(AF011331) glycine-rich protein [Oryza sativa] 
409201 

uC-osflcyp007f!0bl 



53021 



0 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLAST N 

g871493 

100 

4.0e-49 

204 
88 

O.sativa ZB8 gene 
409202 

uC-osflcyp007g05bl 

BLASTX 

g3885513 

247 

6.0e-21 

66 

62 

(AF084201 
[Medicago 



similar to chloroplast 
sativa] 



50S ribosomal protein L31 



Seq. No. 
Seq. ID 
Method 



409203 

uC-osflcyp007g06bl 
BLASTN 



NCBI GI 


gl304214 


T3T 7\ C T cPAro 

r>J_ifio 1 bCQlc 




Hi V ci-L U."3 




jyiar.cn ±engr.n 


loo 


-s laentiTzy 


y O 


nldi uescripmon 


Kics iui\iNi-i. ior pj_ ecuxooir ox 




(jrbii oj , coiupxetie CQS 


Seq. No. 


409204 


Seq. ID 


uC-osflcyp007g07bl 


Method 


BLASTX 


NCBI GI 


g2662343 


BLAST score 


431 


E value 


1.0e-42 


Match length 


90 


% identity 


91 


NCBI Description 


(D63581) EF-1 alpha [Oryza 


Seq. No. 


409205 


Seq. ID 


uC-osflcyp007g08bl 


Method 


BLASTX 


NCBI GI 


gll84774 


BLAST score 


531 


E value 


2.0e-54 


Match length 


111 


% identity 


89 


NCBI Description 


(U45856) cytosolic glycero. 




GAPC3 [Zea mays] 


Seq. No. 


409206 


Seq. ID 


uC-osflcyp007h01bl 


Method 


BLASTX 


NCBI GI 


g5902930 


BLAST score 


358 


E value 


2.0e-34 



53022 



Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



70 
96 

(AB029510) small GTP-binding protein 0sRac3 [Oryza sativa] 
409207 

uC-osflcyp007h02bl 

BLASTX 

g320618 

416 

6.0e-41 

96 

82 

chlorophyll a/b-binding protein I precursor - rice 
>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

409208 

uC-osflcyp007h03bl 

BLASTX 

g4588012 

547 

4.0e-56 

150 
70 

(AF085717) putative callose synthase catalytic subunit 
[Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409209 

uC-osflcyp007h05bl 

BLASTX 

g629849 

521 

3.0e-53 

118 

80 

pectate lyase (EC 4.2 
homology with pectate 



.2.2) - maize >gi 
lyase [Zea mays] 



405535 (L20140) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



409210 

uC-osflcyp007h06bl 

BLASTX 

gl076678 

326 

2.0e-30 

71 

94 

ubiquitin / ribosomal protein S27a 
409211 

uC-osflcyp007h07bl 

BLASTX 

gl084455 

250 

4.0e-28 
75 



potato (fragment) 



53023 



% identity 

NCBI Description 



78 

peptidylprolyl isomerase (EC 5.2.1.8) Cyp2 - rice 
>gi 600767 (L29469) cyclophilin 2 [Oryza sativa] 





Seq. No. 


40921Z 




Seq. ID 


uC-osflcyp008a08bl 




Method 


BLASTX 




NCBI GI 


g4928472 




BLAST score 


147 




E value 


2.0e-09 




Match length 


73 




% identity 


48 




NCBI Description 


(AF133302) type 2 peroxiredoxin [Brassi< 






pekinensis] 




Seq. No. 


409213 




Seq. ID 


uC-osflcyp008b04bl 




Method 


BLASTX 


fear 


NCBI GI 


g2306811 




BLAST score 


179 




E value 


2.0e-13 




Match length 


32 




% identity 


81 




NCBI Description 


(U97521) class IV endochitinase [Vitis - 




Seq. No. 


409214 




Seq. ID 


uC-osflcyp008bl2bl 


17;; 


Method 


BLASTX 




NCBI GI 


g3201615 


iLj;. 


BLAST score 


258 




E value 


3.0e-22 


3 K 


Match length 


143 




% identity 


43 


u 


NCBI Description 


(AC004669) unknown protein [Arabidopsis 




Seq. No. 


409215 




Seq. ID 


uC-osflcyp008cl2bl 




Method 


BLASTX 




NCBI GI 


g3075488 




BLAST score 


187 




E value 


2.0e-14 




Match length 


58 




% identity 


64 




NCBI Description 


(AF058796) chlorophyll a/b-binding prot 




Seq. No. 


409216 




Seq. ID 


uC-osflcyp008d04bl 




Method 


BLASTX 




NCBI GI 


g3860323 




BLAST score 


156 




E value 


2.0e-10 




Match length 


41 




% identity 


80 




NCBI Description 


(AJ012688) hypothetical protein [Cicer 




Seq. No. 


409217 




Seq. ID 


uC-osflcyp008dl2bl 



53024 



BLASTX 

g2499931 

160 

7.0e-ll 

40 
78 

ADENINE PHOSPHORIBOSYLTRANSFERASE 2 (APRT) 

>gi_212 9534_pir S71272 adenine phosphoribosyltransf erase 

(EC 2.4.2.7) - Arabidopsis thaliana 
>gi_1321681_emb_CAA65609_ (X96866) adenine 
phosphoribosyltransferase [Arabidopsis thaliana] 
>gi_5902383_gb_AAD55485.1_AC009322_25 (AC009322) adenine 
phosphoribosyltransferase [Arabidopsis thaliana] 

409218 

uOosflcyp008f04bl 

BLASTX 

g731529 

155 

3.0e-10 

120 

34 

HYPOTHETICAL 92.5 KD PROTEIN IN BEM2-NCB1 INTERGENIC REGION 

>gi_1077719_pir S50660 hypothetical protein YER157w - 

yeast (Saccharomyces cerevisiae) >gi_603397 (U18917) 
Yerl57wp [Saccharomyces cerevisiae] 

409219 

uC-osflcyp008g08bl 

BLASTX 

g283008 

541 

2.0e-55 

128 

84 

sucrose synthase (EC 2.4.1.13) - rice 

>gi_20366_emb_CAA4 6017_ (X64770) sucrose synthase [Oryza 
sativa] 



Seq. No. 409220 

Seq. ID uC-osflcyp009a03bl 

Method BLASTX 

NCBI GI g3163946 

BLAST score 804 

E value 4.0e-8 6 

Match length 18 6 

% identity 86 

NCBI Description (AJ005599) alpha-tubulin 1 [Eleusine indica] 

Seq. No. 409221 

Seq. ID uC-osflcyp009a04bl 

Method BLASTX 

NCBI GI g6041808 

BLAST score 592 

E value 2.0e-61 

Match length 142 

% identity 73 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53025 



NCBI Description (AC009755) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409222 

uC-osflcyp009al0bl 

BLASTX 

g2688824 

155 

2.0e-10 

89 

47 

(U93273) putative auxin-repressed protein [Prunus 
armeniaca] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409223 

uC-osflcyp009al2bl 

BLASTX 

g6094429 

250 

1.0e-42 

117 
83 

TUBULIN ALPHA-1 CHAIN (ALPHA- TUBULIN 1) >gi_2511531 
(AF008120) alpha tubulin 1 [Eleusine indica] 

>gi_3163944_emb_CAA06618_ (AJ005598) alpha-tubulin 1 
[Eleusine indica] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



409224 

uC-osflcyp009b01bl 

BLASTX 

gl350742 

304 

2.0e-27 

102 

57 

PROBABLE 60S RIBOSOMAL PROTEIN L35A >gi_1086831 (U41264) 
coded for by C. elegans cDNA yk64gl0.5; coded for by C. 
elegans cDNA yk51f3.5; coded for by C. elegans cDNA 
ykll5e7.3; coded for by C. elegans cDNA yk99dl.3; coded for 
by C. elegans cDNA yk99dl.5; coded for by C. elegans cDNA 
yk64gl 

409225 

uC-osflcyp009b03bl 

BLASTX 

g2130073 

673 

6.0e-71 

133 
98 

fructose-bisphosphate aldolase (EC 4.1.2.13) isoenzyme C-l, 
cytosolic - rice >gi_7 8 6178_dbj_BAA08845_ (D50307) aldolase 
C-l [Oryza sativa] >giJ7 9097 0_dbj_BAA08830_ (D50301) 
aldolase C-l [Oryza sativa] 

409226 

uC-osflcyp009b03b2 
BLASTX 



53026 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



g2130073 
319 

2.0e-29 
62 
100 

fructose-bisphosphate aldolase (EC 4.1.2 
cytosolic - rice >gi_786178_dbj__BAA088 45_ 
C-l [Oryza sativa] >gi_7 90970_dbj__BAA08830 
aldolase C-l [Oryza sativa] 



13) isoenzyme C-l, 
(D50307) aldolase 
(D50301) 



409227 

uC-osflcyp009b04bl 

BLASTX 

g5596472 

387 

2.0e-37 

159 

54 

(AL096882) putative protein [Arabidopsis thaliana] 
409228 

uC-osflcyp009b05bl 

BLASTX 

g2493147 

236 

7.0e-20 

94 

54 

VACUOLAR ATP SYNTHASE 16 KD PROTEOLIPID SUBUNIT >gi_857574 
(U27098) H+-ATPase [Oryza sativa] 

409229 

uC-osflcyp009b06bl 

BLASTX 

gl710551 

277 

2.0e-24 

51 

98 

60S RIBOSOMAL PROTEIN L39 >gi_117 7369_emb_CAA64728 . 1_ 
(X95458) ribosomal protein L39 [Zea mays] 

409230 

uC-osflcyp009b07bl 

BLASTX 

g2979542 

370 

3.0e-35 

91 

73 

(AC003680) putative Ser/Thr kinase [Arabidopsis thaliana] 
409231 

uC-osflcyp009bl2bl 

BLASTX 

gl708311 

466 



53027 



E value 
Match length 
% identity 
NCBI Description 



1.0e-46 

96 
98 

CHLOROPLAST STROMA 70 KD HEAT SHOCK-RELATED PROTEIN 
>gi_170094 (M99565) 80 kDa heat shock protein [Spinacia 
oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



409232 

uC-osflcyp009c01bl 

BLASTX 

g5932535 

213 

6.0e-17 

102 

42 

(AC009465) unknown protein [Arabidopsis thaliana] 
409233 

uC-osflcyp009c05bl 

BLASTX 

g2072555 

237 

1.0e-19 

44 
100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603. 1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

409234 

uC-osflcyp009c0 6bl 

BLASTX 

g4995890 

579 

9.0e-60 

156 

74 

(AJ242659) serine palmitoyltransferase [Solanum tuberosum] 
409235 

uC-osflcyp009c08bl 

BLASTX 

g2293480 

308 

6.0e-28 

63 
97 

(AF011331) glycine-rich protein [Oryza sativa] 
409236 

uC-osflcyp009c09bl 

BLASTX 

g5734746 

477 

8.0e-48 

168 
58 



53028 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC007651) Similar to translation initiation factor IF2 
[Arabidopsis thaliana] 

409237 

uC-osflcyp009cl0bl 

BLASTX 

g5051770 

676 

4.0e-71 

158 
86 

(AL078637) hsp 70-like protein [Arabidopsis thaliana] 
409238 

uC-osflcyp009cllbl 

BLASTX 

g5051770 

587 

7.0e-61 

145 

81 

(AL078637) hsp 70-like protein [Arabidopsis thaliana] 
409239 

uC-osflcyp009cl2bl 

BLASTX 

g3023751 

497 

4.0e-50 

134 

30 

70 KD PEPT I DYLPROLYL ISOMERASE ( PEPTIDYLPROLYL CIS-TRANS 

ISOMERASE) (CYCLOPHILIN) (PPIASE) >gi_1076772_pir S55383 

peptidylprolyl isomerase (EC 5.2.1.8) - wheat 

>gi_854 626_emb_CAA60505__ (X86903) peptidylprolyl isomerase 

[Triticum aestivum] 

409240 

uC-osflcyp009d01bl 

BLASTX 

g5823020 

189 

2.0e-26 

98 

63 

(AF089849) senescence-specific cysteine protease [Brassica 
napus] 

409241 

uC-osflcyp009d02bl 

BLASTN 

g4138731 

43 

1.0e-14 

187 

37 

Zea mays mRNA for proline-rich protein 



53029 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409242 

uC-osflcyp009d03bl 

BLASTX 

g4455181 

335 

4 .Oe-31 

94 
62 

(AL035521) putative protein [Arabidopsis thaliana] 
409243 

uC-osflcyp009dO 6bl 

BLASTX 

g3258570 

242 

3.0e-38 

128 
62 

(U89959) Unknown protein [Arabidopsis thaliana] 
409244 

uC-osflcyp009d07bl 

BLASTX 

g6002520 

570 

1.0e-58 

168 
64 

(AF076686) GIGANTEA [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409245 

uC-osflcyp009dl2bl 

BLASTX 

gl31225 

320 

6.0e-30 

76 
82 

PHOTOS YSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605j?ir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



409246 

uC-osflcyp009e01bl 

BLASTX 

g3293551 

234 

3.0e-19 

170 

31 

(AF072697) SHYC [Mus musculus] 
409247 

uC-osflcyp009e03bl 
BLASTX 



53030 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g!438883 
404 

4.0e-44 

150 

64 

(U43840) GmCK3p [Glycine max] 
409248 

uC-osflcyp009e04bl 

BLASTX 

gll5787 

707 

9.0e-75 

163 

88 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 

(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 

[Oryza sativa] 

409249 

uC-osflcyp009e05bl 

BLASTX 

g5541681 

343 

4.0e-32 

127 

57 

(AL096859) putative protein [Arabidopsis thaliana] 
409250 

uC-osflcyp009e07bl 

BLASTX 

g5091520 

695 

2.0e-73 

154 

88 

(AB023482) ESTs AU058081 (E30812) ,AU058365 (E50679) , 
AU030138 (E50679) correspond to a region of the predicted 
gene.; Similar to Spinacia oleracea mRNA for proteasome 
37kD subunit. (X96974) [Oryza sativa] 

409251 

uC-osflcyp009ellbl 

BLASTX 

gl31271 

822 

3.0e-88 

186 

83 

PHOTOSYSTEM II P680 CHLOROPHYLL A APOPROTEIN (CP-4 7 

PROTEIN) >gi_72705_pir QJRZ6A photosystem II chlorophyll 

a-binding protein psbB - rice chloroplast 

>gi_12013_emb_CAA33973_ (X15901) PSII 47kDa protein [Oryza 
sativa] >gi_226634_prf 1603356BH photosystem II 47kD 



53031 



protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409252 

uOosflcyp009el2bl 

BLASTX 

g2464901 

274 

5.0e-24 

133 
39 

(Z99708) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409253 

uC-osflcyp009f01bl 

BLASTN 

g4097337 

315 

1.0e-177 

420 
98 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409254 

uC-osflcyp009f05bl 

BLASTX 

g5001453 

440 

1.0e-50 

177 
55 

(AC007730) putative reverse transcriptase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409255 

uC-osflcyp009f08bl 

BLASTX 

g2754849 

796 

3.0e-85 

168 

88 

(AF039000) putative serine-glyoxylate aminotransferase 
[Fritillaria agrestis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409256 

uC-osflcyp009fl2bl 

BLASTX 

g2583108 

368 

5.0e-35 

132 

58 

(AC002387) putative surface protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



409257 

uC-osflcyp009g01bl 



53032 



in 



Method 


BLASTN 


NCBI GI 


g5803242 


BLAST score 


479 


E value 


0.0e+00 


Match lenath 


490 


% identity 


100 


NCBI Description 


Oryza sativa genomic DNA, chromosome 6, clone : P0535G04 


Seq. No. 


409258 


Seq. ID 


uC-osflcyp009g02bl 


Method 


BLASTX 


NCBI GI 


g4651204 


BLAST score 


229 


E value 


9. Oe-19 


Match lencrth 


81 


% identity 


56 


NCBI Description 


(AB026262) ring finger protein [Cicer arietinum] 


Seq. No. 


409259 


Seq. ID 


uC-osflcyp00 9g03bl 


Method 


BLASTN 


NCBI GI 


g4097337 


BLAST score 


421 


E value 


0 . 0e+00 


Match length 


433 


% "i dent it v 


99 


NCBI DescriDtion 


Oryza sativa metallothionein-like protein iriRNA, complete 




cds 


Seq. No. 


409260 


Seq. ID 


uC-osflcyp009g04bl 




BLASTX 


NCBI GI 


g4585882 


BLAST score 


559 


E value 


2. 0e-57 


Match length 


148 


% identity 


72 


NCBI Description 


(AC005850) PSI type III chlorophyll a/b-binding protein 




[Arabidopsis thaliana] 


Seq. No. 


409261 


Sea. ID 


uC-osf Icyp009g05bl 


Method 


BLASTX 


NCBI GI 


gll67836 


BLAST score 


423 


F. value 

X— 1 V CX _L_ ^X *w 


2.0e-41 


Match length 


110 


% "i fjanl- T 1" V 

O -Lu^ii I L 1— Jf 


65 


NCBI Description 


(Z68893) protein with incomplete signal sequence [Holcus 






Seq. No. 


409262 


Seq. ID 


uC-osflcyp009g06bl 


Method 


BLASTX 


NCBI GI 


g3877252 


BLAST score 


281 


E value 


3.0e-28 



53033 





Ma+rh 1 print h 


124 




% identity 


50 




NCBI Description 


(Z93382) F45G2.10 [Caenorhabditis elegans] 




Seq. No. 


409263 




Seq. ID 


uC-osf Icyp009g08bl 




Method. 


BLASTX 




NCBI GI 


g2262165 




BLAST score 


215 




E value 


3.0e-17 




Match length 


57 




% i dpntitv 


67 




NCBI Description 


(AC002329) predicted protein of unknown fur 






[Arabidopsis thaliana] 




Seq. No. 


409264 




Seq. ID 


uC-osflcyp009g09bl 




Method 


BLASTX 


rn 


NCBI GI 


g2791804 




BLAST score 


242 




E value 


3.0e-20 




Match lencrth 


91 




£• -j Hpti t i r v 


48 




NORT Description 


(AF041432) bet3 [Homo sapiens] >gi_3413800_ 






(AJ224335) hBET3 protein [Homo sapiens] 


|j?ss;s 


Q^n" Nn 


409265 


S- 


Seq. ID 


uC-osf lcyp00 9gllbl 


S 


Method 


BLASTX 




NCBI GI 


g3075488 






583 




K value 


2.0e-60 




rid Lull icny lh 


129 


CJ 


% identity 


86 




NCBI Description 


(AF058796) chlorophyll a/b-binding protein 




Seq. No. 


409266 




Seq. ID 


uC-osflcyp009gl2bl 




Method 


BLASTX 




LN ^ D -L CT-L 






JD J_l.tt.i_J 1 


257 




E value 


8.0e-24 




Match length 


116 




% identity 


60 




NCBI Description 


OUTER MITOCHONDRIAL MEMBRANE PROTEIN PORIN 




(VOLTAGE-DEPENDENT ANION-SELECTIVE CHANNEL 






>gi 456672 emb CAA54788 (X77733) voltage < 






channel (VDAC) [Triticum aestivum] 




Sea No 


409267 




Seq. ID 


uC-osflcyp00 9h01bl 




Method 


BLASTX 




NCBI GI 


g548770 




BLAST score 


653 




E value 


2.0e-68 




Match length 


137 




% identity 


89 



emb CAA11902 



(VDAC) 



53034 



€1 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



60S RIBOSOMAL PROTEIN L3 >gi_48 1228__pir S38359 ribosomal 

protein L3 - rice >gi_303853_dbj_BAA02155_ (D12 630) 
ribosomal protein L3 [Oryza sativa] 

409268 

uC-osflcyp009h02bl 

BLASTX 

gll5787 

518 

8.0e-53 

113 

92 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 

(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 

[Oryza sativa] 

409269 

uC-osflcyp009h03bl 

BLASTX 

gl076809 

386 

3.0e-37 

111 

68 

H+-transporting ATPase (EC 3.6.1.35) - maize 
>gi_758355_emb_CAA59800_ (X85805) H (+) -transporting ATPase 
[Zea mays] 

409270 

uC-osflcyp009h03b2 

BLASTX 

gl076809 

289 

6.0e-26 

60 
98 

H+-transporting ATPase (EC 3.6.1.35) - 
>giJ758355_emb_CAA59800_ (X85805) H( + ) 
[Zea mays] 



maize 

-transporting ATPase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



409271 

uC-osflcyp009h05bl 

BLASTX 

g5923670 

253 

7.0e-27 

105 

61 

(AC009326) unknown protein [Arabidopsis thaliana] 
409272 

uC-osflcyp009h06bl 

BLASTX 

g5668770 

616 



53035 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



4.0e-64 

174 

68 

(AC005916) T17H3.9 [Arabidopsis thaliana] 
409273 

uC-osflcyp009h08bl 

BLASTX 

g3043428 

642 

3.0e-67 

146 
83 

(AJ005346) 40S ribosomal protein S5 [Cicer arietinum] 



409274 

uC-osflcyp009h09bl 

BLASTX 

g2293566 

506 

3.0e-51 

98 

100 

(AF012896) ADP-ribosylation factor 1 



[Oryza sativa] 



409275 

uC-osflcyp009hl0bl 

BLASTX 

g2961377 

166 

2.0e-ll 

148 

20 

(AL022141) putative receptor protein kinase [Arabidopsis 
thaliana] 

409276 

uC-osflcyp009hl2bl 

BLASTX 

gll72553 

512 

6.0e-52 

119 

86 

OUTER MITOCHONDRIAL MEMBRANE PROTEIN PORIN 

{VOLTAGE-DEPENDENT ANION-SELECTIVE CHANNEL PROTEIN) (VDAC) 
>gi_456672_einb_CAA54788_ (X77733) voltage dependent anion 
channel (VDAC) [Triticum aestivum] 

409277 

uC-osflcypOlOaOlbl 

BLASTX 

gll68537 

247 

4.0e-21 

100 
56 



53036 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ASPARTIC PROTEINASE PRECURSOR >gi_82 4 58_pir JS0732 

aspartic proteinase (EC 3.4.23.-) - rice 
>gi_218143_dbj_BAA02242_ (D12777) aspartic proteinase 
[Oryza sativa] 

409278 

uC-osf Icyp010a08bl 

BLASTX 

g5430757 

192 

1.0e-30 

144 
51 

(AC007504) Putative acyl CoA synthetase [Arabidopsis 
thaliana] 

409279 

uC-osflcyp010b04bl 

BLASTX 

gl071925 

149 

9.0e-12 

66 

61 

Cw-19 peptide, non specific lipid transfer protein, 
precursor - barley >gi_510528_emb_CAA4 8 623_ (X68656) Cw-19 
peptide, non specific lipid transfer protein [Hordeum 
vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



409280 

uC-osflcyp010b06bl 

BLASTX 

g3281846 

150 

1.0e-09 

52 

62 

(AJ006404) late elongated hypocotyl 



[Arabidopsis thaliana] 



409281 

uC-osflcypOlOclObl 

BLASTX 

gll54889 

655 

9.0e-69 

166 

81 

(Z68504) 3-hydroxy-3-methylglutaryl-CoA reductase [Oryza 
sativa] >gi_1171364 (U43961) 3-hydroxy-3-methylglutaryl=CoA 
reductase [Oryza sativa] 

409282 

uC-osflcyp010d06bl 

BLASTX 

gl261917 

264 

5.0e-23 



53037 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



70 
67 

(X96979) 



lipid transfer protein 7a2b [Hordeum vulgare] 



409283 

uC-osflcyp010f06bl 

BLASTN 

g5803242 

45 

7.0e-16 

77 
90 

Oryza sativa genomic DNA, chromosome 6, clone : P0535G04 
409284 

uC-osflcyp010g02bl 

BLASTX 

gl363488 

254 

7.0e-22 

75 
67 

IAA8 protein - Arabidopsis thaliana >gi_972919 (U18410) 
IAA8 [Arabidopsis thaliana] >gi_4314364_gb_AAD15575_ 
(AC006340) auxin-induced IAA8 protein [Arabidopsis 
thaliana] 



Seq. No. 


409285 


Seq. ID 


uC-osflcypOlOglObl 


Method 


BLASTX 


NCBI GI 


g4914455 


BLAST score 


750 


E value 


7.0e-80 


Match length 


161 


% identity 


89 


NCBI Description 


(AL050400) fibrillarin-li: 


Seq. No. 


409286 


Seq. ID 


uC-osflcyp010h06bl 


Method 


BLASTX 


NCBI GI 


g3913952 


BLAST score 


568 


E value 


2.0e-58 


Match length 


159 


% identity 


67 


NCBI Description 


ADENYLATE KINASE (ATP- AMP 




(U82330) adenylate kinase 


Seq. No. 


409287 


Seq. ID 


uC-osflcyp010hl2bl 


Method 


BLASTX 


NCBI GI 


gl076486 


BLAST score 


266 


E value 


4.0e-23 


Match length 


63 


% identity 


75 



3PHORYLASE) >gi_235157£ 
[Prunus armeniaca] 



NCBI Description ciml protein - soybean >gi_555616 (U038 60) cytokinin 



53038 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 



induced message [Glycine max] 
409288 

uC-osflcyp011a01b2 

BLASTN 

g4105602 

363 

0.0e+00 

371 

99 

Oryza sativa metallothionein 



409289 

uC-osflcyp011a02bl 

BLASTX 

g2760334 

301 

3.0e-27 

76 

66 

(AC002130) F1N21.5 



(MTe) gene, complete cds 



[Arabidopsis thaliana] 



409290 

uC-osflcyp011a03bl 

BLASTX 

g5853313 

278 

2.0e-24 

81 

67 

(AF181687) metal ion transporter [Arabidopsis thaliana] 



409291 

uC-osflcyp011a04bl 

BLASTX 

g542132 

184 

2.0e-13 

64 

48 

major allergen Lol 



p II - perennial ryegrass (fragment) 



409292 

uC-osflcyp011a05bl 

BLASTX 

gl23549 

211 

8.0e-17 

66 
64 

17.5 KD CLASS II HEAT SHOCK PROTEIN >gi_100 8 85_pir S14998 

heat shock protein, 18K - maize >gi_22339_emb_CAA38013_ 
(X54076) 18kDa heat shock protein [Zea mays] 

409293 

uC-osflcyp011a06bl 
BLASTX 



53039 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl707412 
485 

6.0e-49 

129 

69 

(X95906) Cleavage and Polyadenylation Specifity Factor 
protein [Bos taurus] 

409294 

uC-osflcyp011a07bl 

BLASTX 

g2088647 

172 

4.0e-12 

109 
33 

(AF002109) hypothetical protein [Arabidopsis thaliana] 
>gi_3158394 (AF036340) LRR-containing F-box protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



409295 

uC-osflcyp011a08bl 

BLASTX 

g5295950 

190 

3.0e-14 

70 

54 

(AB026295) EST AU066268 (S5980 ) corresponds to a region of 
the predicted gene.; hypothetical protein [Oryza sativa] 

409296 

uC-osflcypOllalObl 

BLASTX 

g4680499 

465 

2.0e-46 

126 

84 

(AF119222) hypothetical protein [Oryza sativa] 
409297 

uC-osflcypOllallbl 

BLASTN 

g444046 

84 

3.0e-39 

96 

97 

Z.mays OBF1 mRNA for ocs-element binding factor 
409298 

uC-osflcypOllbOlbl 

BLASTX 

g343210 

734 

5.0e-78 



53040 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



139 
99 

(M35995) apocytochrome b6 (alt.) [Oryza sativa] 
>gi_226762_prf 1604469A cytochrome b6 [Oryza sativa] 

409299 

uC-osflcyp011b02bl 

BLASTX 

g3135543 

542 

2.0e-55 

127 
84 

(AF062393) aquaporin [Oryza sativa] 
409300 

uC-osflcyp011b05bl 

BLASTX 

g2129550 

583 

3.0e-60 

140 

76 

calcium-dependent protein kinase (EC 2.7.1.-) CDPK6 - 

Arabidopsis thaliana >gi_2129554_pir S71901 

calcium-dependent protein kinase 6 - Arabidopsis thaliana 
>gi_836940 (U20623) calcium-dependent protein kinase 
[Arabidopsis thaliana] >gi_836944 (U20625) 
calcium-dependent protein kinase [Arabidopsis thaliana] 
>gi_4454 034_emb_CAA23031.1_ (AL035394) calcium-dependent 
protein kinase (CDPK6) [Arabidopsis thaliana] 

409301 

uC-osflcypOllblObl 

BLASTX 

g730456 

621 

8.0e-65 

137 

89 

40S RIBOSOMAL PROTEIN S19 
409302 

uC-osflcypOllbllbl 

BLASTX 

g2501189 

244 

7.0e-21 

76 

68 

THIAMINE BIOSYNTHETIC ENZYME 1-1 PRECURSOR 

>gi_213014 6_pir S61419 thiamine biosynthetic enzyme thil- 

- maize >gi~596078 (U17350) thiamine biosynthetic enzyme 
[Zea mays] 

409303 

uC-osflcyp011bl2bl 



53041 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4585899 

221 

6/0e-18 

140 

37 

(AC007133) 



unknown protein [Arabidopsis thaliana] 



409304 

uC-osflcyp011c04bl 

BLASTX 

g5080764 

327 

3.0e-30 

112 

55 

(AC007203) Hypothetical protein [Arabidopsis thaliana] 
409305 

uC-osflcyp011c07bl 

BLASTX 

g3929545 

789 

2.0e-84 

164 

95 

(AF067194) S-adenosylmethionine decarboxylase [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



409306 

uC-osflcyp011c09bl 

BLASTX 

g2462748 

199 

2.0e-15 

56 

68 

(AC002292) putative Clathrin Coat Assembly protein 
[Arabidopsis thaliana] 

409307 

uC-osflcypOllclObl 

BLASTX 

g2055262 

761 

1.0e-86 

165 

91 

(AB003194) chitinase lib [Oryza sativa] 
409308 

uC-osflcyp011cl2bl 

BLASTX 

gl36640 

793 

6.0e-85 
151 



53042 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



O # 



96 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_170785 (M62720) 
ubiquitin carrier protein [Triticum aestivum] 

409309 

uC-osflcypOlldOlbl 

BLASTX 

g2501189 

559 

2.0e-57 

143 

78 

THIAMINE BIOSYNTHETIC ENZYME 1-1 PRECURSOR 

>gi 2130146_pir S61419 thiamine biosynthetic enzyme thil-1 

- maize >gi~596078 (U17350) thiamine biosynthetic enzyme 
[Zea mays] 



409310 

uC-osflcyp011d02bl 

BLASTX 

g3355489 

203 

8.0e-16 

144 
19 

(AC004218) hypothetical protein 



[Arabidopsis thaliana] 



409311 

uC-osflcyp011d03bl 

BLASTX 

g2130069 

767 

7.0e-84 

155 

97 

catalase (EC 1.11.1.6) catA - rice 

>gi_1261858_dbj_BAA06232_ (D29966) catalase [Oryza sativa] 
409312 

uC-osflcyp011d04bl 

BLASTX 

g4468981 

621 

9.0e-65 

147 

73 

(AL035605) f ormamidase-like protein [Arabidopsis thaliana] 
409313 

uC-osflcyp011d05bl 

BLASTX 

g2723471 

290 

6.0e-26 

58 
97 

53043 



NCBI Description 



(D87819) sucrose transporter [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409314 

uC-osflcyp011d05b2 

BLASTN 

g2723470 

250 

1.0e-138 

407 

95 

Oryza sativa mRNA for sucrose transporter, complete cds 
409315 

uC-osflcyp011d07bl 

BLASTX 

g2342860 

201 

2.0e-15 

111 
39 

(U67168) E4/E8 binding protein-1 



[Lycopersicon esculentum] 



409316 

uC-osflcyp011d09bl 

BLASTX 

gl001708 

332 

7.0e-31 

149 

48 

(D64004) NifS [Synechocystis sp.] 
409317 

uC-osflcypOlldlObl 

BLASTX 

g5816996 

534 

2.0e-54 

133 

78 

(AL110123) ribosomal protein L32-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 



409318 

uC-osflcypOlleOlbl 

BLASTX 

g5902376 

233 

3.0e-19 

156 
37 

(AC009322) Hypothetical protein [Arabidopsis thaliana] 
409319 

uC-osflcyp011e02bl 

BLASTX 

g2239083 



53044 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



255 

7.0e-22 

154 

40 

(Z84383) anthranilate N-hydroxycinnamoyl/benzoyltransf erase 
[Dianthus caryophyllus] >gi_2239087_emb_CAB06429_ (Z84385) 
anthranilate N-hydroxycinnamoyl/benzoyltransf erase 
[Dianthus caryophyllus] 



409320 

uC-osflcyp011e03bl 
BLASTX 
g4759280 
582 

1.0e-63 

168 

■o iueu i_y 72 _ _ _ 

NCBI Description U5 snRNP-specif ic protein, 116 kD >gi_434759_dbj_BAA04 699_ 

(D21163) similar to human elongation factor 2 mRNA (HSEF2) 
[Homo sapiens] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409321 

uC-osflcyp011e04bl 

BLASTX 

g283008 

578 

8.0e-60 

136 
84 

sucrose synthase (EC 2. 
>gi_2 036 6_emb_CAA4 6 0 1 7 _ 
sativa] 



4.1.13) - rice 
(X64770) sucrose synthase [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409322 

uC-osflcyp011e08bl 

BLAST N 

g20243 

37 

3.0e-ll 

85 
86 

0. sativa GP28 gene (partial) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409323 

uC-osflcypOllellbl 

BLASTX 

gl362086 

179 

3.0e-13 

101 

44 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_2129919_pir S65957 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_886471_emb_CAA58474_ (X83499) methionine synthase 



53045 



€1 



[Catharanthus roseus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409324 

uC-osflcyp011el2bl 

BLASTX 

g2129559 

647 

9.0e-68 

153 
78 

cellulase homolog OR16pep - Arabidopsis thaliana 
>gi_1022807_gb_AAB60304.1__ (U37702) cellulase [Arabidopsis 
thaliana] >gi_3493633 (AF074092) cellulase [Arabidopsis 
thaliana] >gi_3598956 (AF074375) cellulase [Arabidopsis 
thaliana] >gi_3978258 (AF073875) endo-1, 4-beta-D-glucanase 
KORRIGAN [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409325 

uC-osflcypOllfOlbl 

BLASTX 

g3785989 

485 

7.0e-49 

120 

76 

(AC005560) unknown protein [Arabidopsis thaliana] 
409326 

uC-osflcyp011f03bl 

BLASTX 

g5734747 

269 

2.0e-23 

105 
46 

(AC007651) Hypothetical protein [Arabidopsis thaliana] 
409327 

uC-osflcyp011f04bl 

BLASTX 

g585551 

681 

9.0e-72 

133 

98 

NUCLEOSIDE DIPHOSPHATE KINASE I (NDK I) (NDP KINASE I) 

>gi_6297 98_pir S43330 nucleoside-diphosphate kinase (EC 

2.7.4.6) - rice >gi_303849_dbj_BAA037 98_ (D16292) 
nucleoside diphosphate kinase [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



409328 

uC-osflcyp011f08bl 

BLASTX 

g3551954 

160 

1.0e-10 

124 



53046 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21 

(AF082030) senescence-associated protein 5 [Hemerocallis 
hybrid cultivar] 

409329 

uC-osflcyp011f09bl 

BLASTX 

g2764574 

190 

3.0e-14 

100 
41 

(AJ001009) pore protein of 24 kD (OEP24) [Pisum sativum] 
409330 

uC-osflcypOllflObl 

BLASTX 

gll36120 

680 

1.0e-71 

130 

97 

(X91806) alpha-tubulin [Oryza sativa] 
409331 

uC-osflcyp011fl2bl 

BLASTX 

g417482 

406 

2.0e-39 

105 

71 

PROTEIN FARNESYLTRANSFERASE BETA SUBUNIT (CAAX 
FARNESYLTRANSFERASE BETA SUBUNIT) (RAS PROTEINS 

PRENYLTRANSFERASE ) ( FTASE-BETA) >gi_5 4 1 96 6_pir JQ2 254 

farnesyl-diphosphate farnesyltransf erase (EC 2.5.1.21) beta 
chain - garden pea >gi_16904 9 (L08 664) f arnesyl-protein 
transferase beta-subunit [Pisum sativum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



409332 

uC-osflcyp011g02bl 

BLASTX 

g5915851 

319 

2.0e-29 

155 

43 

CYTOCHROME P450 90A1 >gi_107 6315_pir S55379 cytochrome 

P450 - Arabidopsis thaliana >gi_853719_emb_CAA607 93_ 
(X87367) CYP90 protein [Arabidopsis thaliana] 
>gi_871988_emb_CAA60794_ (X87368) CYP90 protein 
[Arabidopsis thaliana] 

409333 

uC-osflcyp011g04bl 

BLASTX 

gl20657 



53047 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



366 

6.0e-35 

96 

78 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A PRECURSOR, 

CHLOROPLAST >gi___66024_pir DEZMG3 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) (EC 1.2.1.13) A precursor, chloroplast - 
maize >gi_168479 (M18976) glyceraldehyde-3-phosphate 
dehydrogenase [Zea mays] >gi_7 63035_emb_CAA33455_ (X15408] 
glyceraldehyde-3-phosphate dehydrogenase [Zea mays] 

409334 

uC-osflcyp011g05bl 

BLASTX 

g4886280 

217 

2.0e-17 

108 
38 

(AL050300) putative protein [Arabidopsis thaliana] 
409335 

uC-osflcyp011g06bl 

BLASTN 

g3582315 



17 



l.Oe- 

56 
96 

Arabidopsis thaliana chromosome II BAC T27A16 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

409336 

uC-osflcyp011g09bl 

BLASTX 

g417103 

388 

5.0e-42 

135 

69 

HISTONE H3.2, MINOR >gi_282871jpir S24346 histone 

H3.3-like protein - Arabidopsis thaliana 

>gi 16324_emb__CAA42957_ (X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi_4 04825__emb_CAA42958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U09461) histone 
H3.2 [Medicago sativa] >gi_488575 (U09464) histone H3.2 
[Medicago sativa] >gi_488577 (U09465) histone H3 . 2 
[Medicago sativa] >gi_510911_emb_CAA56153_ (X79714) histone 
H3 [Lolium temulentum] >gi_1435157_emb_CAA58445_ (X83422) 
histone H3 variant H3 . 3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj_BAA31218__ (AB0157 60) histone H3 [Nicotiana 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi_40384 69_gb_AAC97380_ (AF109910) histone H3 [Porteresia 



53048 



ID 



coarctata] >gi_44 90754_emb_CAB38 916. 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_44 90755__emb_CAB38917 . 1_ 
(AL035708) Histon H3 [Arabidopsis thaliana] 
>gi_6006364_dbj_BAA84794.1_ (AP000559) EST D15300 (C0425 ) 
corresponds to a region of the predicted gene.; Similar to 
histone H3 (AB015760) [Oryza sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409337 

uC-osflcyp011g09b2 

BLASTN 

g218134 

235 

1.0e-129 

343 
93 

Rice mRNA for Histone H3 
409338 

uC-osflcypOllglObl 

BLASTX 

g4678208 

276 

3.0e-24 
74 
69 

(AC007134] 
thaliana] 



putative sugar transporter [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



409339 

uC-osflcyp011gl2bl 

BLASTX 

g4309728 

334 

3.0e-31 

78 

82 

(AC006439) putative ADP-ribosylation factor [Arabidopsis 
thaliana] 

409340 

uC-osflcypOllhOlbl 

BLASTX 

gll5787 

518 

9.0e-53 
119 

87 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_824 61_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109__ 

(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 

[Oryza sativa] 

409341 

uC-osflcyp011h02bl 

BLASTN 

g!399912 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272 

1.0e-151 

370 
93 

Oryza sativa dehydrin mRNA, complete cds 
409342 

uC-osflcyp011h03bl 

BLASTX 

g2492636 

644 

2.0e-67 

155 

81 

ACONITASE {ACONITATE HYDRATASE) (CITRATE HYDRO-LYASE) 

>gi_1084317_pir S49849 aconitate hydratase (EC 4.2.1.3) 

muskmelon (fragment) >gi_599723_emb_CAA58047_ (X82840) 
aconitase [Cucumis melo] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



80 [Triticum aestivum] 



409343 

uC-osflcypOllhlObl 
BLASTX 
g4204859 
204 

1.0e-16 

54 
72 

(U55859) heat shock protein 
409344 

uC-osflcypOllhllbl 

BLASTX 

g3046693 

517 

2.0e-52 

115 

80 

(AL02214 0) receptor like protein (fragment) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409345 

uC-osflcyp011hl2bl 

BLASTX 

g4585882 

533 

2.0e-54 

143 

72 

(AC005850) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



409346 

uC-osflcyp012a03bl 

BLASTX 

gl657621 

160 

5.0e-21 
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Match length 

% identity 

NCBI Description 



0 



79 
67 



(U72505) G6p [Arabidopsis thaiiana] >gi__3068711 (AF049236) 
putative acyl-coA dehydrogenase [Arabidopsis thaiiana] 
>gi_5478795_dbj_BAA82478.1_ (AB017643) Short-chain acyl CoA 
oxidase [Arabidopsis thaiiana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



409347 

uC-osflcyp012a04bl 

BLASTX 

g5921185 

242 

3.0e-20 

109 

42 

CYTOCHROME P450 76C1 >gi_2979548 (AC003680) putative 
7-ethoxycoumarin O-deethylase [Arabidopsis thaiiana] 

409348 

uC-osflcyp012a09bl 

BLASTX 

g5714658 

753 

3.0e-80 

165 

89 

(AF165095) Rab GTP-binding protein Rablla [Gossypium 
hirsutum] 

409349 

uC-osflcyp012al0bl 

BLASTN 

g5381221 

86 

2.0e-40 

90 

99 

Oryza sativa rwc3 gene for water channel protein, 
3 T -terminal genomic region 

409350 

uC-osflcyp012allbl 

BLASTN 

gl815663 

315 

1.0e-177 

327 

99 

Oryza sativa low molecular mass heat shock protein 
Oshspl7.7 (OSHSP17.7) gene, complete cds 

409351 

uC-osflcyp012al2bl 

BLASTN 

g2773153 

490 

0.0e+00 



53051 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



490 
100 

Oryza sativa abscisic acid- and stress-inducible protein 
(Asrl) mRNA, complete cds 

409352 

uC-osflcyp012b01bl 

BLASTX 

gl076809 

760 

5.0e-81 
165 



H-f-transporting ATPase 
> gi_7 5835 5_emb_CAA5 9 8 0 0_ 
[Zea mays] 



EC 3.6.1.35) - maize 
(X85805) H(+) -transporting ATPase 



409353 

uC-osflcyp012b02bl 

BLASTX 

gl32105 

481 

2.0e-48 

109 

85 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_680 94_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_22 6375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

409354 

uC-osflcyp012b05bl 

BLASTN 

g2773153 

490 

0.0e+00 

502 

99 

Oryza sativa abscisic acid- and stress-inducible protein 
(Asrl) mRNA, complete cds 

409355 

uC-osflcyp012b05b2 

BLASTN 

g2773153 

201 

1.0e-109 
377 



Oryza sativa abscisic acid- 
(Asrl) mRNA, complete cds 



and stress-inducible protein 



53052 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409356 

uC-osflcyp012b07bl 

BLASTN 

gl420476 

34 

2.0e-09 

46 

93 

S.cerevisiae chromosome XV reading frame ORF YOR202w 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409357 

uC-osflcyp012b09bl 

BLASTX 

g544242 

609 

3.0e-63 

156 

81 

ENDOPLASMIN HOMOLOG PRECURSOR (GRP94 HOMOLOG) 

>gi_485498_pir S33533 heat shock protein 90 homolog 

precursor - barley >gi_22652_emb_CAA48143_ (X67960) GRP94 
homologue [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409358 

uC-osflcyp012bl0bl 

BLASTX 

g4884932 

453 

5.0e-45 

117 

68 

(AF141659) AtHVA22a [Arabidopsis thaliana] 
>gi_4884944_gb_AAD31885. 1_AF141977__1 (AF141977) AtHVA22a 
[Arabidopsis thaliana] 

409359 

uC-osflcyp012bllbl 

BLASTX 

g2494320 

223 

5.0e-18 

45 
96 

EUKARYOTIC TRANSLATION INITIATION FACTOR 5 (EIF-5) 
>gi_1806575_emb_CAA67868__ (X99517) Eukaryotic initiation 
factor-5 [Zea mays] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409360 

uC-osflcyp012bl2bl 

BLASTX 

g2980641 

620 

1.0e-64 

167 

66 

(Y11250) multi resistance protein [Arabidopsis thaliana] 



53053 



Seq. No. 


409361 


Seq. ID 


uC-osflcyp012c01bl 


Method 


BLASTX 


NCBI GI 


g4104220 


BLAST score 


407 


F liip 

i_i v a _l u. 


8 . 0e-40 


Match lencrth 


126 




71 


NCBI DescriDtion 


(AF033538) caffeic acid 0-methyl trans: 






Seq. No. 


409362 


Seq. ID 


uC-osflcyp012c02bl 


Method 


BLASTX 


NCBI GI 


g5748497 


"RT.AST qrorp 

J_J UiikJ -L O w W J_ ^ 


184 


F> va 1 up 


2. Oe-13 




87 
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409363 


Sea ID 


uC-osf Icyp012c03bl 


1 iC LllWLl 


RT.ASTN 


NCBI GI 


g2773153 


BLAST score 


500 


F, V3 1 IIP 


0 Oe+00 


M^'hr'Vi 1 pnrr"hh 


504 


^ lUClil — l L_y 


100 


LNL>D± UCOUJ — it 1 LU11 
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409364 


uC^ i X i-J 


uC-osf Icvn012c04bl 


Method 


BLASTX 


NCBI GI 


gl370601 


DJjrliJ 1 u UUL C 


167 


F vfl 1 IIP 


1 . 0e-ll 


t" r^Vi 1 Pfirr+*h 

LlCtL-V-^lI 1CHU Lll 


71 


O XUC11I L l. y 


52 


NPRT Dp^pvi nti on 
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cprr No 


409365 


Seq. ID 


uC-osf Icyp012c05bl 


Method 


BLASTX 


NCBI GI 


g485517 


DJuriu i OLUIc 


701 

/ Ul 


F V3 1 np 


4 . 0e-74 


Ma'hph 1 n"f~ H 


141 
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Seq. No. 


409366 


Seq. ID 


uC-osflcyp012c05b2 


Method 


BLASTX 


NCBI GI 


g399015 


BLAST score 


309 



LP0MT1 [Lolium 
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E value 
Match length 
% identity 
NCBI Description 



4.0e-28 

64 

98 

ADP, ATP CARRIER PROTEIN PRECURSOR (ADP/ATP TRANSLOCASE) 
(ADENINE NUCLEOTIDE TRANSLOCATOR) (ANT) 

>gi__218145_dbj_BAA02161_ (D12637) ATP /ADP translocator 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409367 

uC-osflcyp012c09bl 

BLASTX 

g2130069 

872 

4.0e-94 

161 
100 

catalase (EC 1.11.1. 



>) catA - rice 



>gi_1261858_dbj_BAA06232_ (D29966) catalase [Oryza sativa] 



409368 

uC-osflcyp012cl0bl 

BLASTX 

g2130069 

814 

2.0e-87 

152 

99 

catalase (EC 1.11.1, 



6) catA - rice 



>gi_1261858_dbj__BAA06232_ (D29966) catalase [Oryza sativa] 
409369 

uC-osflcyp012cl2bl 

BLASTX 

g5902677 

532 

3.0e-54 

163 
62 

PROTEIN F19F24.19 >gi__3004560 (AC003673) putative ATP 
binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409370 

uC-osflcyp012d01bl 

BLASTX 

g730456 

757 

1.0e-80 

146 

99 

40S RIBOSOMAL PROTEIN S19 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



409371 

uC-osflcyp012d02bl 

BLASTX 

g3128228 

762 

3.0e-81 
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Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157 
90 

(AC004077) putative ribosomal protein L18A [Arabidopsis 
thaliana] >gi_3337376 (AC004481) putative ribosomal protein 
L18A [Arabidopsis thaliana] 

409372 

uC-osflcyp012d03bl 

BLASTX 

gll36122 

784 

8.0e-84 

146 

99 

(X91807) alfa-tubulin [Oryza sativa] 
409373 

uC-osflcyp012d06bl 

BLASTX 

g584825 

270 

9.0e-26 

94 
65 

B2 PROTEIN >gi_322726_pir S32124 B2 protein - carrot 

>gi_297889_emb_CAA51078_ (X72385) B2 protein [Daucus 
carota] 

409374 

uC-osflcyp012d07bl 

BLASTX 

g584825 

395 

3.0e-38 

95 
77 

B2 PROTEIN >gi_322726_pir S32124 B2 protein - carrot 

>gi_297889_emb_CAA51078_ (X72385) B2 protein [Daucus 
carota] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



409375 

uC-osflcyp012d08bl 

BLASTX 

g2613143 

188 

2.0e-27 

83 
85 

(AF030548) tubulin [Oryza sativa] 
409376 

uC-osflcyp012d09bl 

BLASTX 

g231509 

508 

2.0e-51 
138 
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% identity 

NCBI Description 



Seq. No. 
Seq. ID 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



68 

ACT IN DEPOLYMERIZING FACTOR (ADF) >gi_419809_pir S30935 

actin-depolymerizing factor - trumpet lily 
>gi_22748_emb_CAA78483_ (Z14110) actin depolymerizing 
factor [Lilium longif lorum] 

409377 

uC-osflcyp012dl2bl 

BLASTX 

gll4640 

640 

6.0e-67 

163 
76 

ATP SYNTHASE GAMMA CHAIN, CHLOROPLAST PRECURSOR 

>gi_282923_pir S27976 H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor, chloroplast - garden pea 
>gi_20654_emb_CAA4 5150_ (X63604) ATP synthase (gamma 
subunit) [Pisum sativum] 

409378 

uC-osflcyp012e02bl 

BLASTX 

g4886271 

533 

2.0e-54 

132 

74 

(AL050300) putative protein [Arabidopsis thaliana] 
409379 

uC-osflcyp012e03bl 

BLASTX 

g4220462 

265 

5.0e-23 

161 

41 

(AC006216) Strong similarity to gb_Z50851 HD-zip (athb-8) 
gene from Arabidopsis thaliana containing Homeobox PF_00046 
and bZIP PF_00170 domains. [Arabidopsis thaliana] 

409380 

uC-osflcyp012e04bl 

BLASTX 

g4160402 

436 

5.0e-43 

171 
59 

(AJ132240) eukaryotic translation initiation factor 5 [Zea 
mays] 

409381 

uC-osflcyp012e05bl 

BLASTX 

g2244949 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



251 

2.0e-21 

141 

43 

(Z97339) cytochrome c oxidoreductase like protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



409382 

uC-osflcyp012e06bl 

BLASTX 

g5929932 

564 

4.0e-58 
133 
80 



(AF178952) 
mays] 



voltage-dependent anion channel protein 2 [Zea 



409383 

uC-osflcyp012e07bl 

BLASTX 

g719291 

378 

3.0e-36 

172 
55 

(U19134) unknown 
>gi 1095007_prf_ 



[Arabidopsis thaliana] 

2107236A SABRE gene [Arabidopsis thaliana] 



409384 

uC-osflcyp012e08bl 

BLASTX 

g6041854 

166 

2.0e-ll 
114 

32 

(AC009853) unknown protein [Arabidopsis thaliana] 
409385 

uC-osflcyp012e09bl 

BLASTX 

g4678259 

606 

6.0e-63 

173 
28 

(AL04 9657) putative protein [Arabidopsis thaliana] 
409386 

uC-osflcyp012ellbl 

BLASTX 

gl350986 

718 

4.0e-76 

137 

100 



53058 



ft 



* 



NCBI Description 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40S RIBOSOMAL PROTEIN S3A (CYC07 PROTEIN) 

>gi_4 83431_dbj_BAA0505 9_ (D26060) cyc07 [Oryza sativa] 

409387 

uC-osflcyp012el2bl 

BLASTX 

g3024122 

339 

1.0e-31 

64 

98 

S-ADENOSYLMETHIONINE SYNTHETASE 2 (METHIONINE 
ADENOSYL TRANSFERASE 2) (ADOMET SYNTHETASE 2) >gi_1778821 
(U82833) S-adenosyl-L-methionine synthetase [Oryza sativa] 

409388 

uC-osflcyp012f01bl 

BLASTX 

g3927825 

605 

8.0e-63 

141 

84 

(AC005727) putative dTDP-glucose 4-6-dehydratase 
[Arabidopsis thaliana] 

409389 

uC-osflcyp012f02bl 

BLASTX 

g4835242 

147 

4.0e-09 

41 

71 

(AL04 9862) putative protein [Arabidopsis thaliana] 
409390 

uC-osflcyp012f03bl 

BLASTX 

g6015058 

900 

2.0e-97 

171 

100 

ELONGATION FACTOR 1 -ALPHA (EF-1 -ALPHA) >gi_2791834 
(AF041463) elongation factor 1-alpha [Manihot esculenta] 



409391 

uC-osflcyp012f05bl 

BLASTX 

g2130069 

942 

1.0e-102 

172 

100 

catalase (EC 1.11.1. 



i) catA - rice 



>gi_1261858_dbj_BAA06232_ (D29966) catalase [Oryza sativa] 
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0 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409392 

uC-osflcyp012f05b2 

BLASTX 

g2130069 

200 

2.0e-15 

39 
97 

catalase (EC 1.11.1, 



>) catA - rice 



>gi_1261858_dbj_BAA06232_ (D29966) catalase [Oryza sativa] 
409393 

uC-osflcyp012f06bl 

BLASTX 

gl36640 

666 

5.0e-70 

124 
98 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi__170785 (M62720) 
ubiquitin carrier protein [Triticum aestivum] 

409394 

uC-osflcyp012f0 9bl 

BLASTX 

g3420055 

259 

2.0e-33 

99 
75 

(AC004680) cyclophilin [Arabidopsis thaliana] 
409395 

uC-osflcyp012f!0bl 

BLASTX 

g320618 

410 

2.0e-81 

172 

91 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ (D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

409396 

uC-osflcyp012fllbl 

BLASTX 

g4586058 

249 

4.0e-21 

132 
41 

(AC007020) unknown protein [Arabidopsis thaliana] 



precursor - rice 

type I light-harvesting 
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Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409397 

uC-osflcyp012fl2bl 

BLASTX 

g2494320 

305 

7.0e-28 

108 

62 

EUKARYOTIC TRANSLATION INITIATION FACTOR 5 (EIF-5) 
>gi_1806575_emb_CAA67868_ (X99517) Eukaryotic initiation 
factor-5 [Zea mays] 

409398 

uC-osflcyp012g02bl 

BLASTX 

gl26896 

177 

1.0e-12 

65 

65 

MALATE DEHYDROGENASE, MITOCHONDRIAL PRECURSOR 

>gi_319831_pir DEPUMW malate dehydrogenase (EC 1.1.1.37) 

precursor, mitochondrial - watermelon 

>gi_18297_emb_CAA35239_ (X17362) precursor protein (AA -27 
to 320) [Citrullus lanatus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



409399 

uC-osflcyp012g03bl 

BLASTX 

g4406819 

430 

3.0e-42 

146 
58 

(AC006201) unknown protein [Arabidopsis thaliana] 
409400 

uC-osflcyp012g04bl 

BLASTX 

g!20510 

484 

1.0e-48 

103 
89 

FERRITIN 2 PRECURSOR >gi_82 68 8_pir S24057 ferritin 

precursor (clone FM2) - maize >gi_2227 8_emb_CAA4 3664 
(X61392) ferritin [Zea mays] 

409401 

uC-osflcyp012g05bl 

BLASTX 

g4158219 

776 

6.0e-83 

147 

98 
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NCBI Description (Y18623) amylogenin [Oryza sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



409402 

uC-osflcyp012g07bl 

BLASTX 

g3386614 

439 

2.0e-43 

124 

42 

(AC004665) 
thaliana] 



putative transcription factor SF3 [Arabidopsis 



409403 

uC-osflcyp012g08bl 

BLASTX 

g5453603 

700 

5.0e-74 

167 

78 

chaperonin containing TCP1, subunit 2 (beta) 
>gi_6094436_sp__P78371_TCPB_HUMAN T-COMPLEX PROTEIN 1, BETA 
SUBUNIT (TCP-1-BETA) (CCT-BETA) >gi_2559012 (AF026293) 
chaperonin containing t-complex polypeptide 1, beta 
subunit; CCT-beta [Homo sapiens] >gi_4090929 (AF026166) 
chaperonin-containing TCP-1 beta subunit homolog [Homo 
sapiens] 

409404 

uC-osflcyp012gllbl 

BLASTX 

g2623298 

365 

3.0e-71 

153 
85 

(AC002409) putative 4-alpha-glucanotransf erase [Arabidopsis 
thaliana] 



409405 

uC-osflcyp012h01bl 

BLAST N 

gl944204 

290 

1.0e-162 

290 

100 

Oryza sativa mRNA for RicMT, 



complete cds 



409406 

uC-osflcyp012h04bl 

BLASTX 

g2293480 

449 

1.0e-44 

89 
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% identity 

NCBI Description 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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Match length 

% identity 
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Seq. No. 
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NCBI GI 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 

(AF011331) glycine-rich protein [Oryza sativa] 
409407 

uC-osflcyp012h05b2 

BLASTX 

g4512671 

168 

9.0e-12 

67 
54 

(AC006931) unknown protein [Arabidopsis thaliana] 
>gi_4929128_gb_AAD33868.1_AF141375_l (AF141375) protodermal 
factor 1 [Arabidopsis thaliana] 

>gi_4929130_gb_AAD33869.1_AF141376__l (AF141376) protodermal 
factor 1 [Arabidopsis thaliana] 

409408 

uC-osflcyp012h06bl 

BLASTX 

gl084358 

413 

2.0e-40 

146 
58 

ATP synthase - soybean 
409409 

uC-osflcyp012h07bl 

BLASTX 

g633110 

404 

2.0e-39 

120 

67 

(D31843) plasma membrane H+-ATPase [Oryza sativa] 
409410 

uC-osflcyp012h08bl 

BLASTX 

g5733874 

480 

3.0e-48 
162 

51 

(AC007932) F11A17.8 [Arabidopsis thaliana] 
409411 

uC-osflcyp012h09bl 

BLASTX 

g4406820 

172 

3.0e-12 

88 

45 

(AC006201) putative ras superfamily member [Arabidopsis 
thaliana] 



53063 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409412 

uC-osflcyp012hl0bl 

BLASTX 

g4803933 

180 

5.0e-13 

95 
42 

(AC006264) putative disease resistance response protein 
[Arabidopsis thaliana] 



409413 

uC-osflcyp012hl2bl 

BLASTX 

g4165488 

694 

2.0e-79 

163 
94 

(AJ132399) alpha-tubulin 3 



[Hordeum vulgare] 



409414 

uC-osflcyp013a03bl 

BLASTX 

gl345977 

647 

8.0e-68 

141 

84 

OMEGA- 6 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 
ISOZYME 2 >gi_904154 (L43921) microsomal omega-6 desaturase 
[Glycine max] 

409415 

uC-osflcyp013a05bl 

BLASTX 

g4585882 

564 

4.0e-58 

154 

71 

(AC005850) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



409416 

uC-osflcyp013allbl 

BLASTX 

gl917019 

660 

2.0e-69 

151 

85 

(U92045) ribosomal protein S6 RPS6-1 
409417 

uC-osflcyp013al2bl 



[Zea mays] 
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o • 



Method 


BLASTN 


NCBI GI 


g444046 


RT.AST score 


41 


F V^ 1 IIP 


9.0e-14 


M^frh 1 enath 


89 


% iH^ntitv 


87 


NCRT npQfri nf ion 

LN Jw 1-/ V-* O ^ J— JL- KS J_ S^jf 1 X 


Z.mays 0BF1 itiRNA for ocs-element binding factor 


Sea No 


409418 


Seq. ID 


uC-osflcyp013b02bl 


Method 


BLASTX 


NCBI GI 


g3297809 


BLAST score 


229 


E value 


9. Oe-19 


Match lencrth 


153 


% identity 


39 


NPRT DpspriDtion 


(AL031032) putative protein [Arabidopsis thaliana] 


Sea No 


409419 


Seq. ID 


uC-osf Icyp013b05bl 


Method 


BLASTX 


NCBI GI 


g2984709 


RT.A^IT Qnnrp 


341 


T" 1 tt2 1 no 

J_l V C3. _L U ~ 


6 0e-32 




f -j> 


Or ■! Hp-nt" it" v 


86 


KT^RT nacpr"i r-i-i- n on 
LN^Di. JJcoLIipLlUil 


iy t\£ u J Ji uu j unci u iciutcu piULciii cjlilju J- [_ £jca xuci_y o j 


Qprr No 


409420 


Cprr TD 


nC-osf 1 cvn01 3b06bl 


Method 


BLASTN 


NCBI GI 


g536895 


BLAST score 


122 


E value 


5.0e-62 


M^trh lpnnth 


237 


2r -1 Hpn t" "i 1~ v 

O -L- J. 1LX L y 


88 


NPRT Dp^rriDf ion 


Wheat mRNA for protein H2A/ complete cdS/ clone wcH2A— 


Seq. No. 


409421 


Seq. ID 


uC-osf Icyp013b07bl 


Method 


BLASTX 


NCBI GI 


g5903095 


RT.A^IT qmrp 

DJjflO 1 OUWIC 


220 


E value 


1.0e-17 


i ici l uii jl ~ ny u ii 


110 


% identity 


47 


NfPRT npcjnr i nt" i on 


fAC0nR0171 Unknown nrofpin F ArabidoDsis thaliana! 


Sea No 


409422 






Method 


BLASTX 


NCBI GI 


g3935181 


BLAST score 


214 


E value 


2.0e-17 


Match length 


93 


% identity 


52 


NCBI Description 


(AC004557) F17L21.24 [Arabidopsis thaliana] 
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o 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409423 

uC-osflcyp013b09bl 

BLASTX 

g3023816 

688 

1.0e-72 

149 
90 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE , CYTOSOLIC 
>gi_968 996 (U3167 6) glyceraldehyde-3-phosphate 
dehydrogenase [Oryza sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409424 

uC-osflcyp013bl0bl 

BLASTN 

g2737972 

54 

2.0e-21 

114 
87 

Zea mays protein kinase ZmMEKl mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409425 

uC-osflcyp013bl2bl 

BLASTX 

g2598575 

205 

4.0e-16 

88 
47 

(Y15293) MtN21 [Medicago truncatula] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409426 

uC-osflcyp013c01bl 

BLASTX 

g6094303 

414 

2.0e-40 

114 

65 

SELENOCYSTEINE METHYLTRANSFERASE ( SECYS-METHYLTRANSFERASE ) 
(SECYS-MT) >gi_4006848_emb_CAA10368_ (AJ131433) 
selenocysteine methyltransf erase [Astragalus bisulcatus] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409427 

uC-osflcyp013c02bl 

BLASTX 

g2984709 

471 

3.0e-47 

90 
98 

(AF053468) DnaJ-related protein ZMDJ1 [Zea mays] 



Seq. No. 
Seq. ID 



409428 

uC-osflcyp013c03bl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% Identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4093157 

392 

7.0e-38 

116 

72 

(AF087936) 



phytochrome-associated protein 2 [Arabidopsis 



thaliana] >gi_4 972054_emb_CAB43922 . 1_ (AL078470) 
phytochrome-associated protein PAP2 [Arabidopsis thaliana] 



409429 

uC-osflcyp013c05bl 

BLASTX 

g4126809 

768 

5.0e-82 

143 

55 

(AB017042) glyoxalase I 



[Oryza sativa] 



409430 

uC-osflcyp013c06bl 

BLASTX 

g462195 

431 

4.0e-45 
112 

88 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG (GOS2 PROTEIN) 

>gi_100682_pir S21636 GOS2 protein - rice 

>gi_20238_emb_CAA36190_ (X51910) GOS2 [Oryza sativa] 
>gi_3789950 (AF094774) translation initiation factor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409431 

uC-osflcyp013c07bl 

BLASTX 

g2668744 

640 

6.0e-67 

121 

97 

(AF034946) ubiquitin conjugating enzyme 



[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409432 

uC-osflcyp013c08bl 

BLASTX 

gl084442 

318 

3.0e-29 

72 
79 

cellulase (EC 3.2.1.4) - 
>gi_575404 _emb_C AA5 2 3 4 3_ 
nigra] 



European elder 

(X74290) cellulase [Sambucus 



Seq. No. 



409433 



53067 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-osflcyp013c09bl 

BLASTX 

g68843 

326 

4.0e-30 

91 
71 

phospholipid transfer protein homolog - rice 
>gi_4139635_pdb_lRZL__ Rice Nonspecific Lipid Transfer 
Protein >gi_5107522__pdb_lBV2_ Lipid Transfer Protein From 
Rice Seeds, Nmr, 14 Structures 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



409434 

uC-osflcyp013cl0bl 

BLASTX 

g3915826 

284 

3.0e-29 

96 

73 

60S RIBOSOMAL PROTEIN L5 
409435 

uC-osflcyp013d01bl 

BLASTX 

g417103 

679 

2.0e-71 

136 

100 

HISTONE H3.2, MINOR >gi_282871_pir S24346 histone 

H3.3-like protein - Arabidopsis thaliana 

>gi_16324_emb_CAA42957_ (X60429) histone H3 . 3 like protein 
[Arabidopsis thaliana] >gi_404825_emb_CAA42958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3 . 2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U09461) histone 
H3.2 [Medicago sativa] >gi_488575 (U09464) histone H3.2 
[Medicago sativa] >gi_488577 (U09465) histone H3.2 
[Medicago sativa] >gi_510 911_emb_CAA56153_ (X79714) histone 
H3 [Lolium temulentum] >gi_1435157_emb_CAA584 45_ (X83422) 
histone H3 variant H3 . 3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi_J3273350_dbj_BAA31218_ (AB015760) histone H3 [Nicotiana 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi_4038469_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi_44 907 54_emb_CAB38916 . 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_44 90755_emb_CAB38917 . 1_ 
(AL035708) Histon H3 [Arabidopsis thaliana] 
>gi_6006364_dbj_BAA84794 . 1_ (AP000559) EST D15300 (C0425 ) 
corresponds to a region of the predicted gene.; Similar to 
histone H3 (AB015760) [Oryza sativa] 

409436 

uC-osflcyp013d02bl 

BLASTX 

g5360087 



53068 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146 

5.0e-09 

137 
28 

(AF155096) NY-REN- 6 antigen [Homo sapiens] 
409437 

uC-osflcyp013d05bl 

BLASTX 

g3757521 

168 

1.0e-ll 

55 
53 

(AC005167) unknown protein [Arabidopsis thaliana] 
409438 

uC-osflcyp013d06bl 

BLASTX 

g4559347 

155 

4.0e-10 

51 

57 

(AC006585) putative extensin [Arabidopsis thaliana] 
409439 

uC-osflcyp013d07bl 

BLASTX 

g4262174 

808 

1.0e-86 

165 
87 

(AC005508) 9058 [Arabidopsis thaliana] 
409440 

uC-osflcyp013d07b2 

BLASTX 

g4262174 

156 

3.0e-10 
41 

68 

(AC005508) 9058 [Arabidopsis thaliana] 
409441 

uC-osflcyp013d08bl 

BLASTX 

gl00934 

706 

1.0e-74 

143 
15 

ubiquitin precursor Ubi-1 - maize >gi_422037_pir S20926 

ubiquitin precursor Ubi-2 - maize >gi_248337_bbs_944 65 
(S94464) polyubiquitin (ubiquitin) [maize, Peptide, 533 aa] 



53069 



€1 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Zea mays] >gi_24 8339_bbs_944 67 (S94466) 
polyubiquitin (ubiquitin) [maize, Peptide, 533 aa] [Zea 
mays] 

409442 

uC-osflcyp013d09bl 

BLASTX 

g4581162 

526 

1.0e-53 
117 

85 

(AC006220) putative symbiosis-related protein [Arabidopsis 
thaliana] 

409443 

uC-osflcyp013dl0bl 

BLASTN 

g3986152 

258 

1.0e-143 

326 
96 

Oryza sativa gene for plastidic ATP sulfurylase, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409444 

uC-osflcyp013dllbl 

BLASTX 

g4262228 

449 

1.0e-44 

159 

58 

(AC006200) putative receptor protein kinase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



409445 

uC-osflcyp013dl2bl 

BLASTN 

g4680189 

49 

8.0e-19 

89 

89 

Oryza sativa subsp. indica putative dnaJ-like protein, 
putative myb-related protein, putative farnesyl 
pyrophosphate synthase, and hypothetical protein genes, 
complete cds 

409446 

uC-osflcyp013e01bl 

BLASTX 

gl519251 

351 

4.0e-54 
117 



53070 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

(U65957) 



GF14-C protein [Oryza sativa] 



409447 

uC-osflcyp013e02bl 

BLASTX 

g3033401 

582 

4.0e-60 

165 

66 

(AC004238) putative potassium transporter [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409448 

uC-osflcyp013e03bl 

BLASTX 

g2344889 

358 

7.0e-34 

107 

58 

(AC002388) unknown protein [Arabidopsis thaliana] 
>gi_4895255_gb_AAD32840.1_AC007659_22 (AC007659) unknown 
protein [Arabidopsis thaliana] 

409449 

uC-osflcyp013e04bl 

BLASTX 

g5902371 

349 

8.0e-33 

92 
68 

(AC009322) Hypothetical protein [Arabidopsis thaliana] 
409450 

uC-osflcyp013e08bl 

BLASTX 

g3023816 

575 

3.0e-70 

155 

88 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 
>gi_968996 (U31676) glyceraldehyde-3-phosphate 
dehydrogenase [Oryza sativa] 

409451 

uC-osflcyp013e09bl 

BLASTX 

g4512703 

269 

2.0e-23 

152 
39 

{AC0065 69} unknown protein [Arabidopsis thaliana] 



53071 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



409452 

uC-osflcyp013el0bl 

BLASTX 

gll73187 

670 

2.0e-70 

135 

94 

4 OS RIBOSOMAL PROTEIN 
ribosomal protein S23. 
strawberry >gi 643074 



S23 (S12) >gi_1362041_pir_S56673 
e, cytosolic (clone RJ3) - garden 
(U19940) putative 40S ribosomal 



protein sl2 [Fragaria x ananassa] 
409453 

uC-osflcyp013ellbl 

BLASTX 

gl36640 

588 

7.0e-61 

119 

92 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_170785 (M62720) 
ubiquitin carrier protein [Triticum aestivum] 

409454 

uC-osflcyp013ellb2 

BLASTX 

g464980 

203 

8.0e-16 

39 

92 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi__166422 (L06967) 
ubiquitin carrier protein [Medicago sativa] 

409455 

uC-osflcyp013el2bl 

BLASTX 

g82665 

142 

1.0e-08 

28 
100 



NCBI Description ADP,ATP carrier protein GI - maize 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409456 

uC-osflcyp013el2b2 

BLASTX 

g82665 

142 

1.0e-08 

28 

100 

ADP, ATP carrier protein GI 



maize 



53072 



Seq. No. 


409457 


Seq. ID 


uC-osflcyp013f02bl 


Method 


BLASTX 


NCBI GI 


g3258575 


BLAST score 


290 


E value 


6. Oe-26 


Match length 


87 


% identity 


69 


NCBI Description 


(U89959) Hypothetic 


Seq. No. 


409458 


Seq. ID 


uC-osflcyp013f03bl 


Method 


BLASTX 


NCBI GI 


g6006879 


BLAST score 


216 


E value 


6.0e-27 


Match length 


113 


% identity 


59 


NCBI Description 


(AC008153) putative 



factor 3 subunit [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409459 

uC-osflcyp013f04bl 

BLASTX 

g4996105 

768 

6.0e-82 

167 

84 

(AB014076) histidine decarboxylase 



[Brassica napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409460 

uC-osflcyp013f05bl 

BLASTX 

g3785989 

405 

2.0e-39 

99 

75 

(AC005560) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409461 

uC-osflcyp013f06bl 

BLASTN 

g3986152 

281 

1.0e-157 

325 

98 

Oryza sativa gene for plastidic ATP sulfurylase, 
cds 



complete 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



409462 

uC-osflcyp013f08bl 

BLASTX 

g2293480 



53073 



41 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



449 

1.0e-44 

89 
98 

(AF011331) glycine-rich protein [Oryza sativa] 
409463 

uC-osflcyp013f09bl 

BLASTX 

g5295984 

586 

1.0e-60 

138 

85 

(AB003325) MADS box-like protein [Oryza sativa] 
409464 

uC-osflcyp013g01bl 

BLASTX 

g3402690 

176 

1.0e-12 

65 

57 

(AC004697) 
thaliana] 



hypothetical protein, 3' partial [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409465 

uC-osflcyp013g03bl 

BLASTX 

gl655679 

335 

2.0e-54 

172 

65 

(X9638 6) 3-hydroxy-3-methylglutaryl-CoA-synthase 
sylvestris] 



[Pinus 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



409466 

uC-osflcyp013g04bl 

BLASTX 

g2351580 

821 

3.0e-88 

166 

93 

(U82433) thymidine diphospho-glucose 4-6-dehydratase 
homolog [Prunus armeniaca] 

409467 

uC-osflcyp013g05bl 

BLASTX 

g4467157 

262 

1.0e-22 

118 
47 



53074 



9 



NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



(AL035540) disease resistance response like protein 
[Arabidopsis thaliana] 

409468 

uC-osflcyp013g06bl 

BLASTX 

g3337091 

174 

2.0e-12 

85 
44 

(AB016204) polygalacturonase inhibitor (PGIP) [Citrus 
unshiu] 

409469 

uC-osflcyp013g07bl 

BLASTN 

g4689381 

36 

1.0e-10 

100 
84 

Vigna radiata chlorophyll a/b binding protein CP29 
(CipCp29) mRNA, complete cds, chloroplast gene for 
chloroplast product 

409470 

uC-osflcyp013gllbl 

BLASTN 

g3451055 

38 

9.0e-12 

70 
89 

Arabidopsis thaliana DNA chromosome 4, BAC clone F16G20 
(ESSAII project) 

409471 

uC-osflcyp013h04bl 

BLASTX 

g3892150 

187 

7.0e-14 

158 
37 

(Z46242) similar to WD domain, G-beta repeat; cDNA EST 
yk283e3.3 comes from this gene; cDNA EST yk238e2.3 comes 
from this gene; cDNA EST yk283e3.5 comes from this gene; 
cDNA EST yk238e2.5 comes from this gene [Caenorhabditis 

409472 

uC-osflcyp013h05bl 

BLASTX 

gl360705 

520 

6.0e-53 
157 



53075 



II 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



62 

(X57628) polygalacturonase [Zea mays] 
409473 

uC-osflcyp013h08bl 

BLASTX 

g3063710 

217 

1.0e-17 

94 

52 

(AL022537) putative protein [Arabidopsis thaliana] 
409474 

uC-osflcyp013h09bl 

BLASTX 

g2274988 

408 

9.0e-40 

84 

94 

(AJ000226) partial sequence, homology to serine 
hydroxymethyltransf erases [Hordeum vulgare] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409475 

uC-osflcyp013hl0bl 

BLASTX 

g2213626 

350 

5.0e-33 

150 
46 

(AC000103) F21J9.18 



[Arabidopsis thaliana] 



409476 

uC-osflcyp013hllbl 

BLASTX 

g4160292 

627 

2.0e-65 

162 
70 

(Y18209) alpha-N-acetylglucosaminidase [Nicotiana tabacum] 
409477 

uC-osflcyp013hl2bl 

BLASTX 

gl084455 

374 

6.0e-64 

122 
99 

peptidylprolyl isomerase (EC 5.2.1.8) Cyp2 - rice 
>gi_600767 (L29469) cyclophilin 2 [Oryza sativa] 



Seq. No. 
Seq. ID 



409478 

uC-osflcyp014a01bl 



53076 



4) 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll70029 

296 

9.0e-27 

69 
83 

GLUTAMATE-1- SEMI ALDEHYDE 2, 1-AMINOMUTASE PRECURSOR (GSA) 
(GLUTAMATE-1 -SEMI ALDEHYDE AMINOTRANSFERASE) (GSA-AT) 

>gi_100581_pir A35789 glutamate-l-semialdehyde 

2, 1-aminomutase (EC 5.4.3.8) - barley >gi_506383 (M31545) 
glutamate 1-semialdehyde aminotransferase [Hordeum vulgare] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409479 

uC-osflcyp014a03bl 

BLASTX 

g3879583 

152 

8.0e-10 

125 

41 

(Z81587) cDNA EST yk213d3.5 comes from this gene 
[Caenorhabditis elegans] >gi__3880444_emb_CAB04894 . 1_ 
(Z82062) cDNA EST yk213d3.5 comes from this gene 
[Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409480 

uC-osflcyp014a04bl 

BLASTX 

g3093294 

153 

3.0e-10 

96 
47 

(Y12782) putative villin 
> g i_5 73012 6__emb_CAB 52460. 
[Arabidopsis thaliana] 



[Arabidopsis thaliana] 

1_ (AL109796) putative villin 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409481 

uC-osflcyp014a09bl 

BLASTX 

g5902400 

525 

1.0e-53 

140 
71 

(AC008148) Unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409482 

uC-osflcyp014al0bl 

BLASTX 

g2960216 

329 

1.0e-34 

93 
84 

(AJ223384) 26S proteasome regulatory ATPase subunit 10b 
(S10b) [Manduca sexta] 



53077 



Seq. No. 


409483 


Seq. ID 


uC-osflcyp014allbl 


Method 


BLASTX 


NCBI GI 


g5733877 


BLAST score 


216 


FI Vri 1 IIP 

J—J V (-4. LLV^ 


2 . Oe-17 


Match, length 


76 


% "i dent it v 


57 


NCRT DpscriDtiori 


(AC007 932) F11A17.13 [Arabidopsis thaliana; 


Seq. No. 


409484 


Seq. ID 


uC-osflcyp014allb2 


Method 


BLASTX 


NCBI GI 


g5733877 


BLAST score 


151 


V, value 


7 . 0e-10 


Match length 


59 




47 


NCRT Dpsf-ri nt i on 

L\ V_> U J. U^U L Ks <— -L v-/ -1. 1 


(AC007932) F11A17.13 [Arabidopsis thaliana; 


Qprr No 


409485 


Seq. ID 


uC-osflcyp014b01bl 


Method 


BLASTX 


NCBI GI 


gll36122 


BLAST score 


577 


W. 1 np 

111 V CL _L Li~ 


1 . 0e-59 


Malr 1 ?! 1 pnn1~h 

LIU. LV^ll -LdlM Oil 


132 


S- i Hpnt l i" v 


86 


KfPRT n^^/^r"! T^i — i on 

LN^Di. UCuvJ — L ^.J 1 — LUil 


(X918071 alfa-tubulin fOrvza satival 

^ £l _/ ,j_ U V / J CL Amr J- CL ILL J*-/ L*L J— J- X J. ]_ V-/ J— V t-j <_*L O t-X J- V t*L J 


Seq. No. 


409486 


Seq. ID 


uC-osflcyp014b04bl 


Method 


BLASTX 


NCBI GI 


g829283 


BLAST score 


190 


P xtz* 1 hp 

Hi V CL J_ LAC 


2 . 0e-14 


Ma t oh 1 pncrth 


49 


% -i HpTii - "i 1" v 

O 1UC11LJ. L y 


78 


NPRT npqrri "nt" "i on 


(7.15018} heat shock orotein hso82 TOrvza s< 


O C ^ • L\\J , 


409487 


Seq. ID 


uC-osflcyp014b06bl 


Method 


BLASTX 


NCBI GI 


a5670315 


BLAST score 


179 


lit VQi Lie; 




Ma1~ph 1 pnrri~h 


66 


2- *lH^Tl1~l1~\7 

o J- i ui t y 


53 


NTfRT Pio c? "i t~\4- i 


f AF1 70Q0Q^ ^YMPI nrofpin r Arabi Hons i s thai 


Seq. No. 


409488 


Seq. ID 


uC-osflcyp014bl0bl 


Method 


BLASTN 


NCBI GI 


gl261857 


BLAST score 


315 


E value 


1.0e-177 



53078 



4) 



Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



326 
99 

Rice CatA gene for catalase, complete cds 
409489 

uC-osflcyp014b!2bl 

BLASTX 

g3913426 

309 

3.0e-28 

94 

70 

S-ADENOSYLMETHIONINE DECARBOXYLASE PROENZYME (ADOMETDC) 
(SAMDC) >giJL532048_emb_CAA69074_ (Y07766) 
S-adenosylmethionine decarboxylase [Oryza sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



409490 

uC-osflcyp014c01bl 

BLASTX 

g2586082 

190 

2.0e-14 

101 
40 

(U72725) retrofit [Oryza longistaminata] 
409491 

uC-osflcyp014c02bl 

BLASTX 

g544184 

458 

4 .Oe-56 

135 
77 

4 -ALP HA- GLUCANO TRANSFERASE PRECURSOR (AMYLOMALTASE) 
(DISPROPORTIONATING ENZYME) (D-ENZYME) 

>gi_322785_pir A45049 4-alpha-glucanotransf erase (EC 

2.4.1.25) - potato >gi_296692_emb_CAA48 630_ (X68664) 
4-alpha-glucanotransf erase [Solanum tuberosum] 

409492 

uC-osflcyp014c05bl 

BLASTX 

g4544454 

190 

1.0e-14 

81 
49 

(AC00 6592) putative DNAJ protein [Arabidopsis thaliana] 
409493 

uC-osflcyp014c07bl 

BLASTX 

g544184 

242 

1.0e-20 

73 



53079 



o 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



56 

4-ALPHA-GLUCANOTRANSFERASE PRECURSOR (AMYLOMALTASE ) 
(DISPROPORTIONATING ENZYME) (D-ENZYME) 

>gi_322785_pir A4504 9 4-alpha-glucanotransf erase (EC 

2.4.1.25) - potato >gi_296692_emb_CAA48 630_ (X68664) 
4-alpha-glucanotransf erase [Solanum tuberosum] 

409494 

uC-osflcyp014cl0bl 

BLASTX 

g4567226 

184 

1.0e-13 

80 
51 

(AC007119) unknown protein [Arabidopsis thaliana] 
409495 

uC-osflcyp014cllbl 

BLASTX 

g4836934 

175 

2.0e-12 

96 
42 

(AC006085) Hypothetical protein [Arabidopsis thaliana] 
409496 

uC-osflcyp014cl2bl 

BLASTX 

g550452 

162 

5.0e-ll 

45 

69 

(U08469) 3-methylcrotonyl-CoA carboxylase, biotin-carrier 
domain [Glycine max] 

409497 

uC-osflcyp014d01bl 

BLASTX 

gl23620 

763 

2.0e-81 

149 
99 

HEAT SHOCK COGNATE 70 KD PROTEIN 2 >gi_100224_pir S14950 

heat shock cognate protein 70 - tomato 

>giJL9258_emb_CAA37971_ (X54030) heat shock protein cognate 
70 [Lycopersicon esculentum] 

409498 

uC-osflcyp014d02bl 

BLASTX 

g4538939 

711 

2.0e-75 



53080 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143 
89 

(AL049483) Col-0 casein kinase I-like protein [Arabidopsis 
thaliana] 

409499 

uC-osflcyp014d03bl 

BLASTX 

g4914452 

403 

3.0e-39 

88 
89 

(AL050398) putative protein [Arabidopsis thaliana] 
409500 

uC-osflcyp014d05bl 

BLASTX 

g2980785 

147 

2.0e-09 

71 

44 

(AL022198) SERINE CARBOXYPE PT I DAS E II-like protein 
[Arabidopsis thaliana] 

409501 

uC-osflcyp014d0 6bl 

BLASTX 

g626029 

211 

8.0e-17 

71 
61 

pollen allergen Lol p XI - perennial ryegrass 

>gi_1582249_prf 2118270A allergen Lol p XI [Lolium 

perenne] 

409502 

uC-osflcyp014d08bl 

BLASTX 

g629564 

190 

1.0e-14 

55 
69 

ubiquitin — protein ligase (EC 6.3.2.19) - Arabidopsis 
thaliana 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



409503 

uC-osflcyp014d0 9bl 

BLASTX 

g2961284 

179 

2.0e-13 

65 
52 
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o 



NCBI Description 



(Y16848) cinnamyl alcohol dehydrogenase-like protein, 
subunit a [Arabidopsis thaliana] >gi_44 67103_emb_CAB37 537_ 
(AL035538) cinnamyl alcohol dehydrogenase-like protein, 
LCADa [Arabidopsis thaliana] 



Seq. No, 


409504 


O "3 * -L 4— ' 


uC-osf Icvn014dl0bl 


Method 


BLASTX 


NPRT QT 


a4584429 


RTiAST qrnrp 

J-J J—lii-J 1 J. -3 V_» V_/ _L ^ 


261 


E value 


1. Oe-22 


Match length 


103 


% identity 


51 


NCBI Description 


(AJ237751) aquaglyceroporin [Nicotiana " 


Sea No 


409505 


Seq. ID 


uC-osf lcyp014dllbl 




ID_uiriL_; L z\ 


NPRT CT 


a f>l 037 36 


OJLiriO X OLUIC 


J J J 


T* 1 T7^5 1 no 


3 „ Oe-31 


1 JQ. L. ^ll _LdlVjL.il 


94 


3; 1 Hpnt 1 1"V 


67 


NCBI Description 


(Y15964) chloroplast ribosomal protein : 




thaliana] 






Corf T Pi 


nP-n^f 1 r^mfl 1 4H1 9bs1 

UV^ UOllOypU _L ^ LA X JJ _L 


M<=> t" In nH 

L It. LllULl 


RLASTX 




y x _? jl / \j x y 


J_5J_j.--_.Ol SCOIc 




R 1 tip 


4 . Oe-63 


Match length 


137 


% identity 


85 


NCBI Description 


(U92045) ribosomal protein S6 RPS6-1 [Z< 


Seq. No. 


409507 


Seq. ID 


uC-osflcyp014e01bl 


Method 


BLASTX 


NCBI GI 


g2317901 


BLAST score 


568 


E value 


1.0e-58 


Match length 


138 


% identity 


75 



NCBI Description 



(U89959) Similar to vesicle transport protein, 
Accession Number A55931 [Arabidopsis thaliana] 



PIR 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409508 

uC-osflcyp014e03bl 

BLASTX 

g4586058 

225 

2.0e-18 

152 

39 

(AC007 020) unknown protein [Arabidopsis thaliana] 



53082 



4) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409509 

uC-osflcyp014e07bl 

BLASTX 

g2129740 

325 

4.0e-30 

75 
80 

small nuclear ribonucleoprotein - Arabidopsis thaliana 

>gi_2129756_pir S71411 Ul snRNP 70K protein - Arabidopsis 

thaliana >gi_1255711 (M93439) small nuclear 
ribonucleoprotein [Arabidopsis thaliana] >gi_1354 4 69 
(U52909) Ul snRNP 70K protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409510 

uC-osflcyp014el0bl 

BLASTX 

g294845 

336 

2.0e-31 

121 

53 

(L13655) membrane protein [Saccharum hybrid cultivar 
H65-7052] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409511 

uC-osflcyp014ellbl 

BLASTX 

g2494174 

465 

5.0e-55 

123 

90 

GLUTAMATE DECARBOXYLASE 
glutamate decarboxylase 



1 (GAD 1) >gi_497979 (U10034) 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409512 

uC-osflcyp014f01bl 

BLASTX 

g320618 

380 

1.0e-37 

98 
84 

chlorophyll a/b-binding protein I precursor - rice 
>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



409513 

uC-osflcyp014f02bl 

BLASTX 

g3023713 

580 

4.0e-60 
112 
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o * 

100 

ENOLASE ( 2 -PHOSPHOGLYCERATE DEHYDRATASE) 
(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) (OSE1) >giJ780372 
(U09450) enolase [Oryza sativa] 

Seq. No. 409514 

Seq. ID uC-osflcyp014f07bl 

Method BLASTX 

NCBI GI gl617206 

BLAST score 148 

E value 2.0e-09 

Match length 57 

% identity 61 

NCBI Description (Z72489) CP12 [Pisum sativum] 
409515 

uC-osflcyp014f08bl 
BLASTX 
gl29697 
287 

3.0e-34 
84 
95 

PROLIFERATING CELL NUCLEAR ANTIGEN (PCNA) (CYCLIN) 

>gi_100698_pir S14415 proliferating cell nuclear antigen 

rice >gi_20284_emb_CAA37 97 9_ (X54046) proliferating cell 
nuclear antigen [Oryza sativa] 



Seq. No. 409516 

Seq. ID uC-osflcyp014fl0bl 

Method BLASTX 

NCBI GI gl762939 

BLAST score 256 

E value 5.0e-22 

Match length 7 6 

% identity 59 

NCBI Description (U66266) ORF; able to induce HR-like lesions [Nicotiana 
tabacum] 

Seq. No. 409517 

Seq. ID uC-osflcyp014g01bl 

Method BLASTX 

NCBI GI g3281853 

BLAST score 57 6 

E value 1.0e-59 

Match length 135 

% identity 82 

NCBI Description (AL031004) putative protein [Arabidopsis thaliana] 

Seq. No. 409518 

Seq. ID uC-osflcyp014g03bl 

Method BLASTX 

NCBI GI g3894197 

BLAST score 564 

E value 4.0e-58 

Match length 140 

% identity 72 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53084 



0 



NCBI Description (AC005662) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409519 

uC-osflcyp014g03b2 

BLASTX 

g3894197 

296 

9.0e-27 

63 
83 

(AC005662) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409520 

uC-osflcyp014g0 4bl 

BLASTX 

g3927825 

143 

4.0e-ll 

71 
61 

(AC005727) putative dTDP-glucose 4-6-dehydratase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409521 

uC-osflcyp014g05bl 

BLASTX 

g3023816 

597 

8.0e-71 

147 
90 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 
>gi_968996 (U31676) glyceraldehyde-3-phosphate 
dehydrogenase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409522 

uC-osflcyp014g06bl 

BLASTX 

g2462826 

247 

6.0e-21 

142 
37 

(AF000657) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409523 

uC-osflcyp014g07bl 

BLASTX 

gl69777 

230 

4.0e-19 
61 

69 

(L10345) beta-amylase [Oryza sativa] 



Seq. No. 
Seq. ID 



409524 

uC-osflcyp014g08bl 



53085 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



BLAST X 

g6002712 

302 

2.0e-27 

134 
47 

(AF133053) 



S-adenosyl-L-methionine : salicylic acid carboxyl 



2 PRECURSOR 
( DAHP 

PHOSPHATE 



methyltransf erase [Clarkia breweri] 
409525 

uC-osflcyp014gllbl 
BLASTX 
g584779 
264 

5.0e-23 
81 
62 

PHOSPHO-2-DEHYDRO-3-DEOXYHEPTONATE ALDOLASE 
(PHOSPHO-2-KETO-3-DEOXYHEPTONATE ALDOLASE 2 
SYNTHETASE 2) ( 3-DEOXY-D-ARABINO-HEPTULOSONATE 7 
SYNTHASE 2) >gi_294285 (M95201) 

3-deoxy-D-arabino-heptulosonate 7-phosphate synthase 

[Solanum tuberosum] >gi_445609_prf 1909356A 

deoxyarabinoheptulosonate phosphate synthase [Solanum 
tuberosum] 

409526 

uC-osflcyp014gl2bl 

BLASTX 

g2407281 

788 

2.0e-84 

150 

99 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 

409527 

uC-osflcyp014h01bl 

BLASTX 

g2117937 

414 

1.0e-40 

121 
71 

UTP — glucose-l-phosphate uridyl yltransf erase (EC 2.7.7. 
barley >gi_1212996_emb_CAA62689_ (X91347) UDP-glucose 
pyrophosphorylase [Hordeum vulgare] 

409528 

uC-osflcyp014h02bl 

BLASTX 

g2739168 

177 

7.0e-13 

104 
37 



9) 



53086 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AF032386) aldose-l-epimerase-like protein [Nicotiana 
tabacum] 

409529 

uC-osflcyp014h05bl 

BLASTX 

g4038461 

162 

4.0e-ll 

88 
41 

(AF107772) TcSTIl [Trypanosoma cruzi] 



409530 

uC-osflcyp014h05b2 

BLASTN 

g5852077 

35 

5.0e-10 

47 

94 

Oryza sativa indica(GLA4) 
clone: b6015 



genomic DNA, chromosome 4, BAC 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



409531 

uC-osflcyp014h07bl 

BLASTX 

g2281705 

630 

7.0e-66 

146 
88 

(AF013979) ethylene responsive factor [Oryza sativa] 
409532 

uC-osflcyp014h07b2 

BLASTN 

g2281704 

361 

0.0e+00 

361 

100 

Oryza sativa ethylene responsive factor (OSERS) mRNA, 
complete cds 

409533 

uC-osflcyp014h08bl 

BLASTX 

gl063400 

600 

2.0e-62 

133 
87 

(X92888) glycolate oxidase [Lycopersicon esculentum] 
409534 

uC-osflcyp014hl2bl 



53087 



Method 


BLASTX 


NCBI GI 


g3128209 


BLAST score 


216 


E value 


2.0e-17 


Match length 


68 


% identity 


65 


NCBI Description 


(AC004077) unknown protein [Arabidopsis thaliana] 


Seq. No. 


409535 


Seq. ID 


uC-osflcyp015a01bl 


Method 


BLASTX 


NCBI GI 


g3402282 


BLAST score 


189 


E value 


4.0e-14 


Match length 


114 


% identity 


39 


NCBI Description 


(AJ000997) proline-rich protein [Solanum tuberosum] 


Seq. No. 


409536 


Seq. ID 


uC-osflcyp015a04bl 


Method 


BLASTX 


NCBI GI * 


g2072555 


BLAST score 


228 


E value 


9.0e-19 


Match length 


44 


% identity 


98 


NCBI Description 


(AF001396) metallothionein-like protein [Oryza sativa] 




>gi 6103441 gb AAF03603.1 (AF147786) metallothionein- 




protein [Oryza sativa] 


Seq. No. 


409537 


Seq. ID 


uC-osflcyp015c04bl 


Method 


BLASTX 


NCBI GI 


g5668780 


BLAST score 


209 


E value 


2.0e-16 


Match length 


55 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



73 

(AC0078 94) Strong similarity to gb_AE092432 protein 
phosphatase type 2C from Lotus japonicus. EST gb_T7602 6 
comes from this gene. [Arabidopsis thaliana] 

409538 

uC-osflcyp015cl2bl 

BLASTN 

gll32482 

55 

4.0e-22 

179 
84 

Rice mRNA for ADP-ribosylation factor, complete cds 
409539 

uC-osflcyp015d08bl 

BLASTX 

g6069646 

206 



53088 



E value 


5.0e-16 


Match length 


74 


% identity 


50 


NCBI Description 


(AP000616) similar to putative reverse transcriptase 




(AC005315) [Oryza sativa] 


Seq. No. 


409540 


Seq. ID 


uC-osflcyp015el2bl 


Method 


BLASTX 


NCBI GI 


g2443329 


BLAST score 


383 


E value 


9.0e-37 


Match length 


86 


% identity 


79 


NCBI Description 


(D86122) Mei2-like protein [Arabidopsis thaliana] 


Seq. No. 


409541 


Seq. ID 


uC-osflcyp015f 08bl 


Method 


BLASTX 


NCBI GI 


g5732069 


BLAST score 


712 


E value 


4 ,0e-75 


Match length 


171 


% i dent" i t v 


84 


NCBI Description 


(AF147263) contains similarity to Pfam family PF00036 




hand; score=ll .7 , E— 0.66,N=1 [Arabidopsis thaliana] 


Seq. No. 


409542 


Seq. ID 


uC-osf Icyp015g04bl 


Method 


BLASTX 


NCBI GI 


g3176667 


BLAST score 


403 


E value 


2.0e-45 


Match length 


155 


% identity 


62 


NCBI Description 


(AC004393) Similar to hypothetical 41.9KD protein 




gb 1001369 from sequence of Synechocystis sp. gb_D64( 




[Arabidopsis thaliana] 


Seq. No. 


409543 


Seq. ID 


uC-osflcyp015gl2bl 


Method 


BLASTX 


NCBI GI 


g3377797 


BLAST score 


390 


E value 


1.0e-37 


Match length 


125 


% identity 


63 


NCBI Description 


(AF075597) Similar to 60S ribosome protein L19; coded 



EF 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H36046; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 

409544 

uC-osflcyp015hl0bl 

BLASTX 

gl323748 
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6 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



249 

4.0e-21 

129 

46 

(U32430) thiol protease [Triticum aestivum] 



409545 

uC-osflcyp016a06bl 

BLASTX 

g!33961 

222 

3.0e-18 

66 
70 

4 OS RIBOSOMAL PROTEIN S2 
SUPRESSOR PROTEIN SUP44) 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



(S4) (YS5) (RP12) (OMNIPOTENT 

>giJ70888_pir R3BYS2 ribosomal 

protein S2.e - yeast (Saccharomyces cerevisiae) >gi_172793 
(M59375) ribosomal protein S4 [Saccharomyces cerevisiae] 
>giJL322683_emb_CAA96831_ (Z72645) ORF YGL123w 
[Saccharomyces cerevisiae] >gi_16284 51_emb_CAA63835_ 
(X94106) SUP44 [Saccharomyces cerevisiae] 

409546 

uC-osflcyp016e06bl 

BLASTN 

g5295936 

141 

3.0e-73 

205 

92 

Oryza sativa genomic DNA, chromosome 6, clone : P0681F10, 
complete sequence 

409547 

uC-osflcyp016g06bl 

BLASTN 

g2645162 

44 

8.0e-16 

102 

84 

Oryza sativa mRNA, similar to initiation factor eIF-4c 
409548 

uC-osflcyp016h02bl 

BLASTX 

g3688173 

345 

2.0e-32 

125 

55 

(AL031804) putative protein [Arabidopsis thaliana] 
409549 

uC-osflcyp017a02bl 

BLASTX 

gll8171 



53090 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



188 

3.0e-14 

34 
100 

CYSTEINE PROTEINASE INHIBITOR-II (ORYZACYSTATIN-II ) 

>gi_100692_pir A38375 oryzacystatin II - rice >gi_169803 

(J05595) oryzacystatin-II [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409550 

uC-osflcyp017a03bl 

BLAST X 

gl360141 

604 

7.0e-63 

131 

88 

(X97980) protein kinase 



[Solanum berthaultii] 



409551 

uC-osflcyp017a04bl 

BLAST N 

g4959460 

43 

9.0e-15 

173 

87 

Zea mays RACB small GTP binding protein mRNA, complete cds 
409552 

uC-osflcyp017a05bl 

BLASTX 

g3776023 

396 

2.0e-38 

138 
57 

(AJ010473) RNA helicase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409553 

uC-osflcyp017a06bl 

BLASTX 

g2239262 

523 

2.0e-53 

109 

90 

(Y13285) pectin methylesterase-like protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409554 

uC-osflcyp017a07bl 

BLASTX 

g5918016 

279 

5.0e-46 

155 

57 

(AL035525) myosin-like protein [Arabidopsis thaliana] 



53091 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409555 

uC-osflcyp017a08bl 

BLAST X 

g3023713 

744 

3.0e-79 

145 
100 

ENOLASE ( 2 -PHOS PHOGLYCERATE DEHYDRATASE) 
(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) (OSE1) 
(U09450) enolase [Oryza sativa] 



>gi 780372 



409556 

uC-osflcyp017a09bl 

BLASTX 

g5668806 

492 

8.0e-50 

120 
77 

(AC007519) Strong similarity to F16N3.17 from Arabidopsis 
thalian BAC gb_AC007519 . [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



409557 

uC-osflcyp017allbl 

BLASTX 

g2130069 

598 

3.0e-62 
114 

98 

catalase (EC 1.11.1.6) catA - rice 

>gi_1261858_dbj_BAA06232_ (D29966) catalase [Oryza sativa] 
409558 

uC-osflcyp017al2bl 

BLASTX 

gl408222 

471 

3.0e-47 

116 
79 

(U60764) pathogenesis-related protein [Sorghum bicolor] 
409559 

uC-osflcyp017b01bl 

BLASTX 

g3386607 

215 

4.0e-17 

125 
42 

(AC004665) hypothetical protein [Arabidopsis thaliana] 
409560 

uC-osflcyp017b02bl 



53092 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLASTX 

gll71978 

394 

2.0e-38 

119 
63 

POLYADENYLATE-BINDING PROTEIN 2 (POLY (A) BINDING PROTEIN 2) 
(PABP 2) >gi_304109 (L19418) poly (A) -binding protein 
[Arabidopsis thaliana] >gi_2911051_emb_CAA17561_ (AL021961) 

poly (A) -binding protein [Arabidopsis thaliana] 

409561 

uC-osflcyp017b03bl 

BLASTX 

gl362086 

528 

6.0e-54 

124 
81 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_2129919_pir S65957 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_88 6471_emb_CAA58474_ (X83499) methionine synthase 
[Catharanthus roseus] 

409562 

uC-osflcyp017b07bl 

BLASTX 

gl706082 

335 

3.0e-31 

169 
40 

SERINE CARBOX Y PEPTIDASE II-3 PRECURSOR (CP-MII.3) 

>gi_629787_pir S44191 serine-type carboxypeptidase (EC 

3.4.16.1) II-3 - barley >gi_619350_bbs_153536 

CP-MI I . 3=serine carboxypeptidase [Hordeum vulgare=barley, 

cv. Alexis, aleurone, Peptide, 516 aa] 

>gi_474392_emb_CAA55478.1__ (X78877) serine carboxylase II-3 
[Hordeum vulgare] 

409563 

uC-osflcyp017b08bl 

BLASTN 

g440868 

362 

0.0e+00 

378 

99 

Rice mRNA for major intrinsic protein, complete cds 
409564 

uC-osflcyp017b09b2 

BLASTX 

g3341511 



53093 



o 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294 

2.0e-26 

71 
77 

(AJ231134) cinnamoyl-CoA reductase [Saccharum officinarum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Seq. ID 

Method . 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409565 

uC-osflcyp017bl0bl 

BLASTX 

g4314370 

635 

2.0e-66 

150 

79 

(AC006340) hypothetical protein [Arabidopsis thaliana] 
409566 

uC-osflcyp017c01bl 

BLASTX 

g5929928 

609 

2.0e-63 

152 

79 

(AF178950) voltage-dependent anion channel protein la [Zea 
mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409567 

uC-osflcyp017c03bl 

BLASTX 

g3193316 

513 

3.0e-52 

138 
73 

(AF069299) 
epimerases 



contains similarity to nucleotide sugar 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409568 

uC-osflcyp017c05b2 

BLASTX 

g4038034 

160 

9.0e-ll 

37 
86 

(AC005936) unknown protein 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409569 

uC-osflcyp017c06bl 

BLASTX 

g4262186 

503 

4.0e-51 

132 
70 

(AC005508) Highly similar to cullin 3 



[Arabidopsis 



53094 



thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409570 

uC-osflcyp017c07bl 

BLASTX 

g228403 

622 

6.0e-65 

149 

84 

glycolate oxidase [Lens culinaris] 
409571 

uC-osflcyp017c08bl 

BLASTX 

g2501189 

428 

3.0e-42 

119 

72 

THIAMINE BIOSYNTHETIC ENZYME 1-1 PRECURSOR 

>gi_2130146_pir S61419 thiamine biosynthetic enzyme thil-1 

- maize >gi_596078 (U17350) thiamine biosynthetic enzyme 
[Zea mays] 

409572 

uC-osflcyp017c09bl 

BLASTX 

g3559814 

834 

1.0e-89 

173 
88 

(Y15781) trans ketolase 



1 [Capsicum annuum] 



409573 

uC-osflcyp017cllbl 

BLASTX 

g3445397 

539 

3.0e-55 

137 

72 

(AJ010166) S-domain receptor-like protein kinase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409574 

uC-osflcyp017d01bl 

BLASTX 

gl362086 

717 

5.0e-76 

146 

94 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransferase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_2129919_pir S65957 

5-methyltetrahydropteroyltriglutamate — homocysteine 



53095 



4> 



* 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



S-methyl transferase (EC 2.1.1.14) - Madagascar periwinkle 
>gi__88 6471_emb_CAA58474_ (X83499) methionine synthase 
[Catharanthus roseus] 

409575 

uC-osflcyp017d01b2 

BLASTX 

gl362086 

284 

3.0e-25 

63 

90 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_2129919_pir S65957 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_886471_emb_CAA58474_ (X83499) methionine synthase 
[Catharanthus roseus] 

409576 

uC-osflcyp017d02bl 

BLASTX 

gl33936 

500 

1.0e-70 

146 

90 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S3 >gi_7 08 67_pir R3RZ3 

ribosomal protein S3 - rice chloroplast 
>gi_12025_emb_CAA33934_ (X15901) ribosomal protein S3 

[Oryza sativa] >gi_22664 6_prf 1603356BW ribosomal protein 

S3 [Oryza sativa] 

409577 

uC-osflcyp017d03bl 

BLASTX 

g4753658 

538 

5.0e-55 

167 

60 

(AL04 9751) putative protein [Arabidopsis thaliana] 
409578 

uC-osflcyp017d05bl 

BLASTX 

gll68732 

392 

5.0e-38 

133 
57 

CINNAMYL-ALCOHOL DEHYDROGENASE (CAD) >gi_421914_pir S28 045 

ELI3 protein - parsley (fragment) >gi_836638_emb_CAA4 8028_ 
(X67817) Eli3 [Petroselinum crispum] 



Seq. No. 



409579 



53096 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-osflcyp017d06bl 

BLASTN 

g4105602 

418 

0.0e+00 

418 

100 

Oryza sativa metallothionein 



(MTe) gene, complete cds 



409580 

uC-osflcyp017d07bl 

BLASTX 

g3758859 

201 

2.0e-15 

114 
32 

(Z98551) predicted using hexExon; 
Hypothetical protein, len: 222 aa 



MAL3P6.7 (PFC0730w) , 
[Plasmodium falciparum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409581 

uC-osflcyp017d09bl 

BLASTX 

g6006848 

659 

3.0e-69 

139 
87 

(AC009540) unknown protein, 5 T partial [Arabidopsis 
thaliana] 



Seq. No. 


409582 


Seq. ID 


uC-osflcyp017dl0bl 


Method 


BLASTX 


NCBI GI 


g3298540 


BLAST score 


254 


E value 


4.0e-22 


Match length 


59 


% identity 


75 


NCBI Description 


(AC004681) unknown prote: 


Seq. No. 


409583 


Seq. ID 


uC-osflcyp017e01bl 


Method 


BLASTN 


NCBI GI 


g949979 


BLAST score 


49 


E value 


2.0e-18 


Match length 


97 


% identity 


88 


NCBI Description 


Z.mays Glossy2 locus DNA 


Seq. No. 


409584 


Seq. ID 


uC-osflcyp017e02bl 


Method 


BLASTX 


NCBI GI 


g2739376 


BLAST score 


176 


E value 


1.0e-19 
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Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



82 
68 

(AC002505) putative permease [Arabidopsis thaliana] 
409585 

uC-osflcyp017e03bl 

BLASTX 

g2130069 

766 

8.0e-82 

143 

99 

catalase (EC 1.11.1.6) catA - rice 

>gi_1261858_dbj_BAA06232_ (D29966) catalase [Oryza sativa] 
409586 

uC-osflcyp017e04bl 

BLASTX 

g4165025 

147 

3.0e-09 

76 
43 

(AF043611) zinc-finger protein MCG4 [Homo sapiens] 
409587 

uC-osflcyp017e06bl 

BLASTX 

gll72977 

358 

3.0e-34 

91 

77 

60S RIBOSOMAL PROTEIN L18 >gi_606970 (U15741) cytoplasmic 
ribosomal protein L18 [Arabidopsis thaliana] 

409588 

uC-osflcyp017e08bl 

BLASTX 

g2760349 

637 

1.0e-66 

130 

21 

(U84969) ubiquitin [Arabidopsis thaliana] 
409589 

uC-osflcyp017e09bl 

BLASTX 

gl084427 

299 

4.0e-27 

65 
72 

gipl protein - garden petunia >gi_825524_emb__CAA60677_ 
(X87225) gipl [Petunia x hybrida] 



53098 



© 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409590 

uC-osflcyp017el0bl 

BLASTX 

g2943792 

269 

1.0e-23 

120 

42 

(ABO 06809) PV72 [Cucurbita sp.] 
409591 

uC-osflcyp017f01bl 

BLASTX 

g5302797 

374 

2.0e-39 

139 
65 

(Z97341) HSP like protein [Arabidopsis thaliana] 
409592 

uC-osflcyp017f04bl 

BLASTX 

g4508073 

216 

2.0e-17 

76 
49 

(AC005882) 43220 [Arabidopsis thaliana] 
409593 

uC-osflcyp017fl0bl 

BLASTX 

g2129636 

332 

6.0e-31 

126 
53 

lipase - Arabidopsis thaliana >gi_1145627 (U38916) 
[Arabidopsis thaliana] 



lipase 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409594 

uC-osflcyp017fllbl 

BLASTX 

gl351270 

597 

6.0e-62 

118 

100 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 

>gi_478410_pir JQ2255 triose-phosphate isomerase (EC 

5.3.1.1) - rice >gi_169821 (M87064) triosephosphate 
isomerase [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 



409595 

uC-osflcyp017fl2bl 
BLASTX 



53099 



0 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g320618 
380 

3.0e-44 

109 

85 

chlorophyll a/b-binding protein I precursor - rice 
>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

409596 

uC-osflcyp017g01bl 

BLASTX 

gl620753 

389 

1.0e-37 

81 
86 

(U72942) proteinase inhibitor [Oryza sativa] 
>gi_2829212_gb_AAC00503_ (AF044059) proteinase inhibitor 

[Oryza sativa] >gi_6063551_dbj_BAA85411 . 1_ (AP000615) ESTs 
AU069800 (E3445) ,AU078204 (E11809) correspond to a region of 
the predicted gene.; similar to proteinase inhibitor. 

(AF044059) [Oryza sativa] 

409597 

uC-osflcyp017g02bl 

BLASTX 

g2191138 

143 

8.0e-09 

62 
48 

(AF007269) A_IG002N01 . 18 gene product [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409598 

uC-osflcyp017g04bl 

BLASTX 

gll67836 

209 

2.0e-16 

90 
43 

(Z68893) protein with incomplete signal sequence [Holcus 
lanatus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409599 

uC-osflcyp017g05bl 

BLASTX 

g600769 

427 

4.0e-42 

102 
80 

(L2 94 7 0 ) cyclophilin 



2 [Oryza sativa] 



53100 



I) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



409600 

uC-osflcyp017g05b2 

BLASTX 

gl084455 

149 

2.0e-09 

42 

74 

peptidylprolyl isomerase (EC 5.2.1.8) Cyp2 - rice 
>gi_600767 (L29469) cyclophilin 2 [Oryza sativa] 

409601 

uC-osflcyp017g06bl 

BLASTX 

g2245107 

387 

9.0e-41 

128 
43 

(Z97343) thioesterase like protein [Arabidopsis thaliana] 
409602 

uC-osflcyp017g07bl 

BLASTX 

g6093778 

567 

2.0e-58 

122 

94 

PROTEASOME COMPONENT C3 (MACROPAIN SUBUNIT C3) 
(MULT I CATALYTIC ENDOPEPTIDASE COMPLEX SUBUNIT C3) 
>gi_2511574__emb_CAA73619.1_ (Y13176) multicatalytic 
endopeptidase [Arabidopsis thaliana] >gi_3421075 (AF043520) 
20S proteasome subunit PAB1 [Arabidopsis thaliana] 
>gi_4966368_gb_AAD34699.1_AC006341_27 (AC006341) Identical 
to gb_Y1317 6 Arabidopsis thaliana mRNA for proteasome 
subunit prc3. ESTs gb_H36972, gb_T22551 and gb__T13800 come 
from this gene 

409603 

uC-osflcyp017g08bl 

BLASTN 

g473980 

67 

2.0e-29 

86 

93 

Rice mRNA, partial homologous to glycine-rich protein gene 
409604 

uC-osflcyp017g09bl 

BLASTX 

g6014904 

172 

4.0e-12 
54 



53101 



CP 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



61 

DAG PROTEIN, CHLOROPLAST PRECURSOR 

>gi_1200205_emb_CAA65064_ (X95753) DAG [Antirrhinum majus] 
409605 

uC-osflcyp017gllbl 

BLASTX 

g3452497 

275 

2.0e-24 

59 

88 

(Y17796) ketol-acid reductoisomerase 



[Pisum sativum] 



409606 

uC-osflcyp017h02bl 

BLASTX 

gl944573 

794 

5.0e-85 

160 
96 

(Z49146) phenylalanine ammonia- lyase 



[Hordeum vulgare] 



409607 

uC-osflcyp017h03bl 

BLASTX 

gl31225 

549 

2.0e-56 

122 

89 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 

409608 

uC-osflcyp017h04bl 

BLASTX 

g5668806 

732 

1.0e-77 

169 
81 

(AC007519) Strong similarity to F16N3.17 from Arabidopsis 
thalian BAC gb_AC007519. [Arabidopsis thaliana] 

409609 

uC-osflcyp017h05bl 

BLASTX 

g3149952 

658 

5.0e-69 

170 

76 

(AB010259) DRH1 [Arabidopsis thaliana] 



53102 



>gi_6016713_gb_AAF01539.1_AC009325_9 (AC009325) RNA 
helicase, DRH1 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409610 

uC-osflcyp017h08bl 

BLAST N 

g5822827 

81 

2.0e-37 

112 
64 

Oryza sativa dl gene for alpha-subunit of GTP-binding 
protein, dwarf mutant, partial sequence 

409611 

uC-osflcyp017hl0bl 

BLASTX 

g2104959 

463 

3.0e-46 

106 

76 

(U96925) immunophilin [Vicia faba] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409612 

uC-osflcyp017hllbl 

BLASTX 

g3885343 

179 

7.0e-13 

77 

48 

(AC005623) hypothetical protein [Arabidopsis thaliana] 
409613 

uC-osflcyp018a04b2 

BLASTX 

g2623298 

146 

4.0e-09 

57 

54 

(AC002409) putative 4-alpha-glucanotransf erase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409614 

uC-osflcyp018al0b2 

BLASTN 

g2331130 

195 

1.0e-105 

311 

91 

Oryza sativa glycine-rich protein (OSGRP1) mRNA, complete 
cds 



Seq. No. 



409615 



53103 



4) 



Seq. ID uC-osflcyp018bl2b2 

Method BLASTX 

NCBI GI g485517 

BLAST score 181 

E value 3.0e-13 

Match length 36 

% identity 100 

NCBI Description ADP, ATP carrier protein - rice 

Seq. No. 409616 

Seq. ID uC-osflcyp018c05b2 

Method BLASTX 

NCBI GI g4895180 

BLAST score 298 

E value 5.0e-27 

Match length 7 9 

% identity 61 

NCBI Description (AC007661) steroid reducatase [Arabidopsis thaliana] 

Seq. No. 409617 

Seq. ID uC-osflcyp018c07b2 

Method BLASTN 

NCBI GI gl944572 

BLAST score 55 

E value 5.0e-22 

Match length 59 

% identity 98 

NCBI Description H.vulgare partial PAL mRNA for phenylalanine ammonia -lyase 

(1831 bp) 

Seq. No. 409618 

Seq. ID uC-osflcyp018c09b2 

Method BLASTX 

NCBI GI g4582783 

BLAST score 240 

E value 3.0e-20 

Match length 77 

% identity 56 

NCBI Description (AJ006752) starch synthase, isoform V [Vigna unguiculata] 

Seq. No. 409619 

Seq. ID uC-osflcyp018d07b2 

Method BLASTN 

NCBI GI g3721941 

BLAST score 67 

E value 3.0e-29 

Match length 99 

% identity 93 

NCBI Description Oryza sativa mRNA for chitinase, complete cds 

Seq. No. 409620 

Seq. ID uC-osflcyp018e02b2 

Method BLASTX 

NCBI GI gl203832 

BLAST score 5 61 

E value 7.0e-58 

Match length 125 



53104 



• 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



84 

(U46003) beta-D-glucan exohydrolase, isoenzyme ExoII 

[Hordeum vulgare] >gi_1588407_prf 2208395A beta-D-glucan 

exohydrolase [Hordeum vulgare] 

409621 

uC-osflcyp018e09b2 

BLASTX 

g5757890 

161 

5.0e-ll 

30 
100 

(AF106569) alpha-tubulin [Gossypium hirsutum] 
409622 

uC-osflcyp018f01bl 

BLASTX 

g2895866 

216 

2.0e-17 

79 

65 

(AF04 5770) methylmalonate semi -aldehyde dehydrogenase 
[Oryza sativa] 

409623 

uC-osflcyp018f07bl 

BLASTX 

g2895866 

220 

4.0e-18 

45 

98 

(AF04577 0) methylmalonate semi-aldehyde dehydrogenase 
[Oryza sativa] 

409624 

uC-osflcyp018f08b2 

BLASTN 

g3885887 

314 

1.0e-176 

314 

100 

Oryza sativa high mobility group protein (HMG) mRNA, 
complete cds 

409625 

uC-osflcyp018f 12b2 

BLASTX 

g829283 

231 

4.0e-19 

59 
81 

(Z15018) heat shock protein hsp82 [Oryza sativa] 



53105 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409626 

uC-osflcyp018g02bl 

BLASTN 

g5091597 

285 

1.0e-159 

309 
98 

Oryza sativa chromosome 1 BAC 10A19I, complete sequence 



409627 

uC-osflcyp018g03bl 

BLASTX 

g6015065 

280 

2.0e-26 

110 
53 

ELONGATION FACTOR 2 



(EF-2) >gi_2369714_emb_CAB09900_ 



(Z97178) elongation factor 2 [Beta vulgaris] 
409628 

uC-osflcyp018g04b2 

BLASTN 

g5295983 

371 

0.0e+00 

392 

98 

Oryza sativa mRNA for MADS box-like protein, complete cds, 
clone:E31864 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409629 

uC-osflcyp018g08bl 

BLASTX 

g5091607 

218 

1.0e-17 

43 

98 

(AC007858) Contains similarity to gb_CAB16841 trichohyalin 
like protein from Arabidopsis thaliana. [Oryza sativa] 

409630 

uC-osflcyp018g09bl 

BLASTX 

g6015065 

145 

1.0e-09 

40 
72 

ELONGATION FACTOR 2 



Seq. No. 
Seq. ID 



(EF-2) 

(Z97178) elongation factor 
409631 

uC-osflcyp019a01bl 



>gi__2 36971 4_emb_CAB 0 9 9 0 0_ 
2 [Beta vulgaris] 



53106 



o 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



BLASTX 

g2459428 

147 

3.0e-09 

49 

63 

(AC002332) 



unknown protein [Arabidopsis thaliana] 



409632 

uC-osflcyp019a02bl 

BLASTX 

g2662343 

626 

2.0e-65 

121 
99 

(D63581) 



EF-1 alpha [Oryza sativa] 



409633 

uC-osflcyp019a02b2 

BLASTX 

g3869088 

218 

1.0e-17 

44 

95 

(AB019427) elongation factor-1 alpha [Nicotiana paniculata] 
409634 

uC-osflcyp019a03bl 

BLASTX 

g5802606 

616 

3.0e-64 

124 

94 

(AF174486) methylenetetrahydrof olate reductase [Zea mays] 
409635 

uC-osflcyp019a05bl 

BLASTN 

g3342801 

72 

2.0e-32 

108 

93 

Zea mays strain W64A x A182E putative cytosolic 
6-phosphogluconate dehydrogenase (pdh2) mRNA, complete cds 

409636 

uC-osflcyp019a06bl 

BLASTX 

g3738306 

197 

3.0e-15 

70 
54 



53107 



NCBI Description (AC005309) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409637 

uC-osflcyp019al0bl 

BLASTX 

g2252841 

157 

1.0e-15 

97 
49 

(AF013293) No definition line found [Arabidopsis thaliana] 
>gi_6049883_gb_AAF02798. 1_AF195115__18 (AF195115) No 
definition line found [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409638 

uC-osflcyp019al0b2 

BLASTX 

g3859594 

181 

3.0e-13 

68 
50 

(AF104919) contains similarity to ribosomal protein L7Ae 
(Pfam: PF01248, E=0.0017, N=l) [Arabidopsis thaliana] 



Seq. No. 


409639 


Seq. ID 


uC-osflcyp019al2bl 


Method 


BLASTX 


NCBI GI 


g3738306 


BLAST score 


530 


E value 


3.0e-54 


Match length 


118 


% identity 


81 


NCBI Description 


(AC005309) unknown prot< 


Seq. No. 


409640 


Seq. ID 


uC-osflcyp019b02bl 


Method 


BLASTX 


NCBI GI 


gl710841 


BLAST score 


569 


E value 


9.0e-59 


Match length 


121 


% identity 


88 


NCBI Description 


ADENOSYLHOMOCYSTEINASE 




HYDROLASE) (ADOHCYASE) : 




S-adenosylhomocysteine '. 


Seq. No. 


409641 


Seq. ID 


uC-osflcyp019b03bl 


Method 


BLASTX 


NCBI GI 


g3660469 


BLAST score 


642 


E value 


3.0e-67 


Match length 


138 


% identity 


92 



>gi_758247_emb_CAA56278_ (X79905) 



NCBI Description 



(AJ001808) succinyl-CoA-ligase beta subunit [Arabidopsis 
thaliana] >gi__4 512693_gb_AAD2174 6 . 1_ (AC006569) 



53108 



succinyl-CoA ligase beta subunit [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409642 

uC-osflcyp019b05bl 

BLASTX 

g3560533 

405 

5.0e-58 

126 

93 

(AF042333) 2 4 -methylene lophenol C24 (1) methyltransf erase 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409643 

uC-osflcyp019b06bl 

BLASTX 

g3061269 

397 

7.0e-39 

91 
79 

(AB012855) chitinase [Oryza sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409644 

uC-osflcyp019b07bl 

BLASTX 

g3445397 

320 

1.0e-29 

122 

44 

(AJ010166) S-domain receptor-like protein kinase [Zea mays] 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409645 

uC-osflcyp019bl0bl 

BLASTX 

g4586255 

330 

1.0e-30 

72 
83 

(AL049640) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409646 

uC-osflcyp019bllbl 

BLASTX 

g405533 

290 

5.0e-26 

84 

63 

(L20139) homology with pectate lyase [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



409647 

uC-osflcyp019c01bl 

BLASTX 

g3820531 



53109 



4> 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



522 

3.0e-53 

137 
66 

(AF072736) beta-glucosidase [Pinus contorta] 
409648 

uC-osflcyp019c04bl 

BLASTX 

gl26386 

183 

2.0e-13 

67 
48 

POLLEN ALLERGEN LOL P 2 -A (LOL P I I -A) 

>gi_82449_pir A34291 pollen allergen Lol p IIA - perennial 

ryegrass 

409649 

uC-osflcyp019c05bl 

BLASTX 

g4678262 

165 

2.0e-ll 

74 
53 

(AL04 9657) argininosuccinate synthase-like protein 
[Arabidopsis thaliana] 

409650 

uC-osf Icyp019c06bl 

BLASTX 

g5921933 

563 

5.0e-58 

135 

76 

CYTOCHROME P450 85 (DWARF PROTEIN) >gi_1421741 (U54770) 
cytochrome P450 homolog [Lycopersicon esculentum] 

409651 

uC-osflcyp019c07bl 

BLASTX 

g2911076 

432 

9.0e-43 

129 
58 

(AL021960) putative protein [Arabidopsis thaliana] 
409652 

uC-osflcyp019c09bl 

BLASTX 

g3287494 

674 

5.0e-71 

139 



53110 



% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

(D78504) similar to yeast SRP1 [Oryza sativa] 
409653 

uC-osflcyp019cl0bl 

BLASTX 

g2911276 

154 

7.0e-14 

94 
51 

(U63631) LMW heat shock protein [Fragaria x ananassa] 
409654 

uC-osflcyp019cl2bl 

BLASTX 

g4753658 

286 

1.0e-25 

133 
44 

(AL04 9751) putative protein [Arabidopsis thaliana] 
409655 

uC-osflcyp019d03bl 

BLASTX 

g322854 

553 

7.0e-57 

112 

96 

pollen-specific protein - rice >gi__20310_emb_CAA7 88 97_ 
(Z16402) pollen specific gene [Oryza sativa] 

409656 

uC-osflcyp019d08bl 

BLASTN 

g3075487 

159 

4.0e-84 

159 

100 

Oryza sativa chlorophyll a/b-binding protein (RCABP69) 
mRNA, complete cds 

409657 

uC-osflcyp019d09bl 

BLASTN 

g4097337 

265 

1.0e-147 
341 

100 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 



409658 



53111 



o 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-osflcyp019dllbl 

BLASTX 

g2129742 

263 

7.0e-23 

71 
65 

stress-induced protein 0ZI1 precursor - Arabidopsis 
thaliana >gi_7 90583 (U20347) mRNA corresponding to this 
gene accumulates in response to ozone stress and pathogen 
(bacterial) infection; putative pathogenesis-related 
protein [Arabidopsis thaliana] >gi_22528 69 (AF0132 94) No 
definition line found [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409659 

uC-osflcyp019dl2bl 

BLASTX 

g4115377 

289 

6.0e-26 

82 

74 

(AC005967) unknown protein [Arabidopsis thaliana] 
409660 

uC-osflcyp019e03bl 

BLASTX 

g6056189 

158 

1.0e-10 

65 

52 

(AC009400) hypothetical protein [Arabidopsis thaliana] 
409661 

uC-osflcyp019e04b2 

BLASTX 

g6016428 

172 

8.0e-14 

86 

51 

PUTATIVE CASEIN KINASE II BETA- 4 CHAIN {CK II) >gi_3341688 
(AC003672) putative casein kinase II beta subunit 
[Arabidopsis thaliana] 

409662 

uC-osflcyp019e05bl 

BLASTX 

gl769907 

322 

4.0e-30 

81 

67 

(X92975) xyloglucan endo-transglycosylase [Arabidopsis 
thaliana] 



53112 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409663 

uC-osflcyp019e06bl 

BLASTX 

g2306981 

430 

2.0e-42 

78 

97 

(AF010321) photosystem I antenna protein [Oryza sativa] 
409664 

uC-osflcyp019f03bl 

BLASTX 

gl36739 

180 

3.0e-13 

89 
49 

UTP — GLUCOSE- 1 -PHOSPHATE URIDYLYLTRANSFERASE (UDP-GLUCOSE 

PYROPHOSPHORYLASE ) ( UDPGP ) >gi_67 0 61_pir XNPOU 

UTP — glucose-l-phosphate uridyl yltransf erase (EC 2.7.7.9) - 
potato >gi__218001_dbj_BAA00570_ (D00667) UDP-glucose 
pyrophosphorylase precursor [Solanum tuberosum] 

409665 

uC-osflcyp019f05bl 

BLASTX 

g6065749 

521 

4.0e-53 

139 

65 

(AJ250341) beta-amylase enzyme [Arabidopsis thaliana] 
409666 

uC-osflcyp019f 06bl 

BLASTX 

gll71008 

354 

1.0e-33 

88 
65 

POLLEN ALLERGEN PHL P 1 PRECURSOR (PHL P I) 

>gi_629812_pir S44182 allergen Phi pi- common timothy 

>gi_473360_emb_CAA55390_ (X78813) Phi p I allergen [Phleum 
pratense] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409667 

uC-osflcyp019f08bl 

BLASTX 

g3885888 

309 

2.0e-28 

72 

86 

(AF093632) high mobility group protein [Oryza sativa] 



53113 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409668 

uC-osflcyp019f08b2 

BLASTN 

g3885887 

40 

5.0e-13 

238 
82 

Oryza sativa high mobility group protein 
complete cds 



409669 

uC-osflcyp019fl0bl 

BLASTX 

g3608412 

352 

3.0e-33 

138 

57 

(AF079355) protein phosphatase-2c 
crystallinum] 



(HMG) mRNA, 



[ Me s embr yan themum 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



409670 

uC-osflcyp019fllbl 

BLASTX 

g2293480 

449 

1.0e-44 

89 

98 

(AF011331) glycine-rich protein [Oryza sativa] 



409671 

uC-osflcyp019fl2bl 

BLASTX 

g2827080 

494 

5.0e-50 

129 

78 

(AF020271) malate dehydrogenase precursor 



[Medicago sativa] 



409672 

uC-osflcyp019g03bl 

BLASTX 

g6045135 

409 

5.0e-40 

124 

58 

(AB033335) oxidosqualene cyclase [Luffa cylindrica] 
409673 

uC-osflcyp019g0 6bl 

BLASTX 

g5922612 

239 



53114 



4H 



E value 
Match length 
% identity 
NCBI Description 



4.0e-20 

82 
57 

(AP000492) EST AU078118 (E3904 ) corresponds to a region of 
the predicted gene.; similar to Arabidopsis thaliana BAC 
IG002P16; No definition line found. (AF007270) [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



409674 

uC-osflcyp019g08bl 

BLASTX 

g2443329 

486 

5.0e-49 

101 

84 

(D86122) Mei2-like protein [Arabidopsis thaliana] 
409675 

uC-osflcyp019gl0bl 

BLASTX 

g2760323 

274 

3.0e-24 

80 
36 

(AC002130) F1N21.8 [Arabidopsis thaliana] 
409676 

uC-osflcyp019gllbl 

BLASTX 

g2582800 

192 

1.0e-14 

107 
40 

(Y11607) protein phosphatase 2C [Medicago sativa] 
409677 

uC-osflcyp019h01bl 

BLASTX 

g2501011 

435 

4.0e-43 

123 
64 

ISOLEUCYL-TRNA SYNTHETASE (ISOLEUCINE — TRNA LIGASE) 
>gi_1652625_dbj_BAA17545_ (D90907) isoleucyl-tRNA 
synthetase [Synechocystis sp.] 

409678 

uC-osflcyp019h06bl 

BLASTX 

g5042462 

305 

8.0e-28 

125 



(ILERS) 



53115 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



57 

(AC00778 9) putative negatively light-regulated protein 
[Oryza sativa] 



409679 

uC-osflcyp019h07bl 

BLASTX 

g3914005 

207 

3.0e-16 

50 
82 

MITOCHONDRIAL LON PROTEASE HOMOLOG 
(U854 94) LON1 protease [Zea mays] 



1 PRECURSOR >gi__1816586 



409680 

uC-osflcyp019h08bl 

BLASTX 

gl652434 

164 

2.0e-ll 

50 
64 

(D90905) N-acetylglutamate kinase [Synechocystis sp.] 
409681 

uC-osflcyp019h09bl 

BLASTX 

g5922624 

700 

4.0e-74 

142 

100 

(AP000492) ESTs C97742 (C62458) , AU078102 (C62458 ) correspond 
to a region of the predicted gene.; similar to syntaxin 
related protein AtVam3p (U88045) [Oryza sativa] 
>gi_6016857_dbj_BAA85200.1_ (AP000570) ESTs 
C97742 (C62458) ,AU078102 (C62458) correspond to a region of 
the predicted gene.; Similar to syntaxin related protein 
AtVam3p (U88045) [Oryza sativa] 

409682 

uC-osflcyp019hllbl 

BLASTX 

g2894534 

375 

5.0e-36 

122 
62 

(AJ224327) aquaporin [Oryza sativa] 
409683 

uC-osflcyp020a05bl 

BLASTX 

g2239091 

285 

2.0e-25 



53116 



Match length 130 
% identity 49 

NCBI Description (Z84571) anthranilate N-hydroxycinnamoyl/benzoyltransf erase 
[ Dianthus caryophyllus ] 



Seq. No. 409684 

Seq. ID uC-osflcyp020b09bl 

Method BLASTX 

NCBI GI g733454 

BLAST score 598 

E value 5.0e-62 

Match length 137 

% identity 82 

NCBI Description (U23188) chlorophyll a/b-binding apoprotein CP26 precursor 

[Zea mays] 

Seq. No. 409685 

Seq. ID uC-osflcyp020d01bl 

Method BLASTX 

NCBI GI gl514643 

BLAST score 625 

E value 3.0e-65 

Match length 14 4 

% identity 81 

NCBI Description (Z70524) PDR5-like ABC transporter [Spirodela polyrrhiza] 

Seq. No. 409686 

Seq. ID uC-osflcyp020d09bl 

Method BLASTX 

NCBI GI g3264767 

BLAST score 156 

E value 3.0e-10 

Match length 107 

% identity 40 

NCBI Description (AF071893) AP2 domain containing protein [Prunus armeniaca] 

Seq. No. 409687 

Seq. ID uC-osflcyp020e05bl 

Method BLASTX 

NCBI GI gl31388 

BLAST score 4 61 

E value 5.0e-4 6 

Match length 142 

% identity 69 



NCBI Description OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi__100831_pir S162 60 

photosystem II oxygen-evolving complex protein 1 - common 
wheat x Sanduri wheat >gi_2184 4_emb_CAA4 0670_ (X57408) 
33kDa oxygen evolving protein of photosystem II [Triticum 
aestivum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



409688 

uC-osflcyp020f09bl 

BLASTX 

g418854 

708 



53117 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-75 

142 

18 

ubiquitin precursor - parsley >gi_288112_einb_CAA45621_ 
(X64344) polyubiquitin [Petroselinum crispum] 

>gi_288114_emb_CAA4 5622_ (X64345) polyubiquitin 
[Petroselinum crispum] 

409689 

uC-osflcyp020fl2bl 

BLASTX 

gl261917 

296 

9.0e-27 

87 

61 

(X96979) lipid transfer protein 7a2b [Hordeum vulgare] 
409690 

uC-osflcyp020g05bl 

BLASTX 

gl076708 

630 

7.0e-66 

151 
24 

seed tetraubiquitin - common sunflower 

>gi_303901_dbj_BAA037 64_ (D16248) ubiquitin [Glycine max] 
>gi_456714__dbj_BAA05670_ (D28123) Ubiquitin [Glycine max] 
>gi_556688_emb_CAA84440_ (Z34988) seed tetraubiquitin 
[Helianthus annuus] >gi_994785_dbj_BAA05085_ (D26092) 
Ubiquitin [Glycine max] >gi_4263514_gb_AAD15340__ (AC004044) 
putative polyubiquitin [Arabidopsis thaliana] 

>gi_1096513_prf 2111434A tetraubiquitin [Helianthus 

annuus] 

409691 

uC-osflcyp020h01bl 

BLASTX 

g2498586 

464 

2.0e-46 

126 

67 

MAJOR POLLEN ALLERGEN ORY S 1 PRECURSOR (ORY S I) 
>gi_1173557 (U31771) Ory s 1 [Oryza sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409692 

uC-osflcyp020h09bl 

BLASTX 

g3757521 

198 

1.0e-29 

117 
51 

(AC005167) unknown protein [Arabidopsis thaliana] 



53118 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409693 

uC-osflcyp021a03bl 

BLASTX 

g5688947 

234 

1.0e-19 

92 
57 

(AB017428) succinate dehydrogenase iron-protein subunit 
(SDHB) [Oryza sativa] >gi_5688 94 9_dbj_BAA827 50 . 1_ 
(AB017429) succinate dehydrogenase iron-protein subunit 
(SDHB) [Oryza sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409694 

uC-osflcyp021a04bl 

BLASTX 

g4559380 

458 

7.0e-46 

116 

66 

(AC006526) putative auxin-responsive GH3 protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409695 

uC-osflcyp021a05bl 

BLASTX 

g4559358 

325 

4.0e-30 

92 

63 

(AC006585) putative steroid binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409696 

uC-osflcyp021a08bl 

BLASTX 

g4371296 

202 

5.0e-17 

89 
54 

(AC006260) putative receptor protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409697 

uC-osflcyp021a09bl 

BLASTX 

g5688947 

192 

1.0e-14 

89 
54 

(AB017428) succinate dehydrogenase iron-protein subunit 
(SDHB) [Oryza sativa] >gi_568894 9_dbj_BAA82750 . 1_ 
(AB017429) succinate dehydrogenase iron-protein subunit 



53119 



(SDHB) [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409698 

uC-osflcyp021al2b2 

BLASTX 

g3236248 

202 

6.0e-16 

46 

85 

(AC004684) unknown protein [Arabidopsis thaliana] 
409699 

uC-osflcyp021b01bl 

BLASTX 

g3789948 

717 

5.0e-76 

154 

88 

(AF094773) translation initiation factor 5A [Oryza sativa] 



409700 

uC-osflcyp021b02bl 

BLASTX 

g4006978 

196 

7.0e-15 

90 

41 

(AJ131335) pollen allergen (group II) 



[Cynodon dactylon] 



409701 

uC-osflcyp021b03bl 

BLASTX 

g3334333 

456 

2.0e-45 

117 

73 

SUPEROXIDE DISMUTASE-2 [CU-ZN] >gi_2660798 
cytosolic copper/zinc superoxide dismutase 
[Mesembryanthemum crystallinum] 



(AF034832) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409702 

uC-osflcyp021b04bl 

BLASTX 

g3132477 

285 

4.0e-34 

156 

27 

(AC003096) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



409703 

uC-osflcyp021b05bl 
BLASTX 



53120 



o 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3868758 
797 

2.0e-85 
161 

93 

(D89802) 



elongation factor IB gamma [Oryza sativa] 



409704 

uC-osflcyp021b06bl 

BLASTX 

g2072555 

237 

8.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_61034 41_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 


409705 


Seq. ID 


uC-osflcyp021b07bl 


Method 


BLASTN 


NCBI GI 


gl808687 


BLAST score 


90 


E value 


9.0e-43 


Match length 


246 


% identity 


89 


NCBI Description 


S.stapfianus pSD.13 rnRNA 


Seq. No. 


409706 


Seq. ID 


uC-osflcyp021b08b2 


Method 


BLASTX 


NCBI GI 


g5734639 


BLAST score 


463 


E value 


3.0e-46 


Match length 


88 


% identity 


99 


NCBI Description 


(AP000391) ESTs AU056036 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



AU056035 (S20239) correspond to a region of the predicted 
gene.; Similar to putative cytochrome P-450 (AC003680) 
[Oryza sativa] 

409707 

uC-osflcyp021bl0bl 

BLASTX 

gl652264 

266 

3.0e-23 

136 
46 

(D90904) hypothetical protein [Synechocystis sp.] 
409708 

uC-osflcyp021bllbl 

BLASTX 

gl054843 

158 



53121 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



1.0e-10 

63 
52 

(X92847) D12 oleate desaturase [Solanum commersonii] 
409709 

uC-osflcyp021c01bl 

BLASTX 

g417360 

345 

2.0e-32 

111 

59 

HIGH MOBILITY GROUP-LIKE NUCLEAR PROTEIN 2 

>gi_2131280_pir S67767 high mobility group-like protein 

NHP2 - yeast (Saccharomyces cerevisiae) 

>gi_666101_emb_CAA4 0885_ (X57714) high mobility group-like 
nuclear protein 2 [Saccharomyces cerevisiae] 
>gi_1429348_emb_CAA67483_ (X99000) high-mobility-group-like 
protein [Saccharomyces cerevisiae] 
>gi_143134 6_emb_CAA9878 6_ (Z74256) ORF YDL208w 
[Saccharomyces cerevisiae] 

409710 

uC-osflcyp021c02bl 

BLASTX 

g3043428 

668 

3.0e-70 

145 

87 

(AJ00534 6) 40S ribosomal protein S5 [Cicer arietinum] 
409711 

uC-osflcyp021c0 4bl 

BLASTX 

g542036 

251 

2.0e-21 

72 
69 

TDR8 protein - tomato >gi_19388_emb_CAA4 3172__ (X60760) TDR8 
[Lycopersicon esculentum] 

409712 

uC-osflcyp021c06bl 

BLASTX 

g282994 

612 

1.0e-63 

172 

70 

Sipl protein - barley >gi_167100 (M77475) seed imbibition 
protein [Hordeum vulgare] 

409713 

uC-osflcyp021c08bl 



53122 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



O • 



BLASTX 

g!710521 

553 

9.0e-57 

137 

80 

60S RIBOSOMAL PROTEIN L24 >gi_1154859_emb_CAA63960_ 
(X94296) L24 ribosomal protein [Hordeum vulgare] 

409714 

uC-osflcyp021c09bl 

BLASTX 

g231509 

531 

3.0e-54 

119 

84 

ACTIN DEPOLYMERI ZING FACTOR (ADF) >gi_419809_pir S30935 

act in-depolymeri zing factor - trumpet lily 

>gi_2274 8_emb_CAA78483_ (Z14110) actin depolymerizing 

factor [Lilium longif lorum] 

409715 

uC-osflcyp021cl2b2 

BLASTX 

g4063821 

341 

7.0e-32 

67 
97 

(AB015204) plastidic ATP sulfurylase [Oryza sativa] 
409716 

uC-osflcyp021d01bl 

BLASTX 

g2407281 

829 

4.0e-89 

160 

97 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 



409717 

uC-osflcyp021d02bl 

BLASTN 

g2773153 

432 

0.0e+00 

444 

99 

Oryza sativa abscisic acid- 
(Asrl) mRNA, complete cds 

409718 

uC-osflcyp021d03bl 
BLASTX 



and stress-inducible protein 



53123 



o 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2072555 
237 

1.0e-19 
44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

409719 

uC-osflcyp021d04bl 

BLASTX 

g733454 

621 

9.0e-65 

141 

83 

(U23188) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



409720 

uC-osflcyp021d06bl 

BLASTX 

g4895248 

783 

1.0e-83 

173 
88 

(AC007 659) putative mitochondrial elongation factor G 
[Arabidopsis thaliana] 

409721 

uC-osflcyp021d07bl 

BLASTN 

g5902191 

40 

6.0e-13 

84 

87 

Genomic sequence for Arabidopsis thaliana BAC F12M16 from 
chromosome I, complete sequence 

409722 

uC-osflcyp021d08b2 

BLASTX 

g2582800 

448 

2.0e-44 

159 
58 

(Y11607) protein phosphatase 2C [Medicago sativa] 
409723 

uC-osflcyp021d09bl 

BLASTX 

g548493 

407 



53124 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-39 

142 
57 

EXO POL YGALAC T URONAS E PRECURSOR (EXOPG) (PECTINASE) 
{GALACTURAN 1, 4 - AL PH A-GALACT URON I DAS E ) 

>gi_629854_pir S30067 polygalacturonase - maize 

>gi_288612_emb_CAA4 7052_ (X66422) polygalacturonase 
mays] 



[Zea 



409724 

uC-osflcyp021dllbl 

BLASTX 

gl32096 

839 

3.0e-90 

162 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN A PRECURSOR 
(RUBISCO SMALL SUBUNIT A) >gi_68095_pir_RKRZS6 
ribulose-bisphosphate carboxylase {EC 4.1.1.39) small chain 
precursor (clone pOSSS2106) - rice >gi_218210_dbj_BAA00539_ 
(D00644) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] 

409725 

uC-osflcyp021e01bl 

BLASTX 

g584893 

703 

2.0e-74 

134 

98 

SERINE CARBOXYPEPTIDASE III PRECURSOR 

>gi_283002_pir S22530 carboxypeptidase III (EC 3.4.16.-) - 

rice >gi_218153_dbj__BAA01757__ (D10985) serine 
carboxypeptidase III [Oryza sativa] 

409726 

uC-osflcyp021e02bl 

BLASTX 

g3885882 

847 

3.0e-91 

166 

98 

(AF093629) inorganic pyrophosphatase [Oryza sativa] 
409727 

uC-osflcyp021e03bl 

BLASTX 

gll5787 

714 

1.0e-75 

139 

97 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 
CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 



53125 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



protein 2R precursor - rice >gi_2 0182__emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

409728 

uC-osflcyp021e07bl 

BLASTX 

gl658315 

437 

3.0e-43 

108 
77 

(Y08988) osr40g3 [Oryza sativa] 
409729 

uC-osflcyp021e08bl 

BLASTX 

g417103 

679 

1.0e-71 

136 

100 

HISTONE H3.2, MINOR >gi_282871j?ir S2434 6 histone 

H3.3-like protein - Arabidopsis thaliana 

>gi_16324_emb_CAA42957_ (X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi_4 04 825_emb_CAA42958__ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3 . 2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U09461) histone 
H3.2 [Medicago sativa] >gi_488575 (U09464) histone H3.2 
[Medicago sativa] >gi_488577 (U094 65) histone H3.2 
[Medicago sativa] >gi_510911_emb_CAA56153__ (X79714) histone 
H3 [Lolium temulentum] >gi_14 35157_emb_CAA58445_ (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj_BAA31218_ (AB015760) histone H3 [Nicotiana 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi_40384 69_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi_4490754_emb_CAB38916 . 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_44 90755_emb_CAB38 917 . 1_ 
(AL035708) Histon H3 [Arabidopsis thaliana] 
>gi_6006364_dbj__BAA84794 . 1_ (AP000559) EST D15300 (C0425) 
corresponds to a region of the predicted gene.; Similar to 
histone H3 (AB015760) [Oryza sativa] 

409730 

uC-osflcyp021el0bl 

BLASTX 

g3522945 

266 

4.0e-23 

160 

39 

(AC004411) putative cytochrome P450 [Arabidopsis thaliana] 
409731 

uC-osflcyp021f01bl 



53126 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g5852077 

71 

1.0e-31 

154 
86 

Oryza sativa indica (GLA4 ) 
clone: b6015 



genomic DNA, chromosome 4, BAC 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409732 

uC-osflcyp021f 02bl 

BLASTX 

gl729971 

456 

2.0e-45 

127 
74 

TONOPLAST INTRINSIC PROTEIN, GAMMA (GAMMA TIP) 

(AQUAPORIN-TIP) >gi__1076745_pir S52004 gamma-Tip protein 

rice >gi_473997_dbj_BAA05017_ (D25534) gamma-Tip [Oryza 
sativa] 

409733 

uC-osflcyp021f03bl 

BLASTX 

g4079798 

533 

2.0e-54 

105 

99 

(AF052203) 23 kDa polypeptide of photosystem II [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409734 

uC-osflcyp021f04bl 

BLASTX 

g2558654 

297 

1.0e-26 

128 
55 

(AC002354) No definition line found [Arabidopsis thaliana] 
409735 

uC-osflcyp021f08b2 

BLASTX 

g5354158 

601 

2.0e-62 

156 

69 

(AF14 984 1 ) digalactosyldiacylglycerol synthase 
thaliana ] >gi_5 354 1 60_gb_AAD4 237 9. 1_AF1 4 984 2_1 
digalactosyldiacylglycerol synthase [Arabidopsis thaliana] 
>gi_6041825_gb_AAF02140. 1_AC009918_12 (AC009918) 
digalactosyldiacylglycerol synthase [Arabidopsis thaliana] 



[Arabidopsis 
(AF149842) 



53127 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



409736 

uC-osflcyp021f09bl 

BLASTX 

g2129636 

251 

2.0e-21 

136 

40 

lipase - Arafoidopsis thaliana >gi_1145627 (U38916) 
[Arabidopsis thaliana] 



409737 

uC-osflcyp021f lObl 

BLASTX 

g2662343 

626 

2.0e-65 

120 

100 

(D63581) EF-1 alpha 



lipase 



[Oryza sativa] 



409738 

uC-osflcyp021fllbl 

BLASTX 

g2653285 

718 

4.0e-76 

163 

90 

(AJ003025) enoyl-ACP reductase [Oryza sativa] 
409739 

uC-osflcyp021fl2bl 

BLASTX 

g82734 

623 

6.0e-65 

143 

27 

ubiquitin precursor - maize (fragment) 
>gi_226763_prf 1604470A poly-ubiquitin [Zea mays] 

409740 

uC-osflcyp021g01bl 

BLASTX 

g3337361 

358 

7.0e-34 

150 

45 

(AC004481) ankyrin-like protein [Arabidopsis thaliana] 
409741 

uC-osflcyp021g02bl 

BLASTN 

g4097337 

293 



53128 



E value 
Match length 
% identity 
NCBI Description 



ft 



1.0e-164 

370 

100 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



409742 

uC-osflcyp021g03bl 

BLASTX 

g2239179 

276 

2.0e-24 

81 

60 

(Z97208) hypothetical protein [Schizosaccharomyces pombe] 
409743 

uC-osflcyp021g04bl 

BLASTX 

g2407281 

828 

5.0e-89 

157 
99 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 

409744 

uC-osflcyp021g05bl 

BLASTX 

gl22022 

352 

3.0e-33 

74 

97 

HISTONE H2B >gi_283025_pir S22323 histone H2B - wheat 

>gi_21801_emb_CAA42530_ (X59873) histone H2B [Triticum 
aestivum] 

409745 

uC-osflcyp021g06bl 

BLASTX 

gll36122 

761 

4.0e-81 

142 

99 

(X91807) alfa-tubulin [Oryza sativa] 
409746 

uC-osflcyp021gl0bl 

BLASTX 

gl31148 

571 

6.0e-59 

129 

81 



53129 



NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



PHOTOSYSTEM I P700 CHLOROPHYLL A APOPROTEIN A2 

>gi_72674_pir A2RZP7 photosystem I P700 apoprotein A2 - 

rice chloroplast >gi_11981_emb_CAA33995_ (X15901) PSI P700 

apoprotein A2 [Oryza sativa] >gi_226604_prf 1603356AA 

photosystem I P700 apoprotein A2 [Oryza sativa] 

409747 

uC-osflcyp021gl2bl 

BLASTX 

g5123939 

487 

4.0e-49 

152 

62 

(AL07934 9) putative protein [Arabidopsis thaliana] 
409748 

uC-osflcyp021gl2b2 

BLASTX 

g2582800 

413 

2.0e-40 

155 
55 

(Y11607) protein phosphatase 2C [Medicago sativa] 
409749 

uC-osflcyp021h01bl 

BLASTX 

g5596484 

290 

5.0e-26 

146 

48 

(AL096882) beta-adaptin-like protein [Arabidopsis thaliana] 
409750 

uC-osflcyp021h02bl 

BLASTX 

g417488 

576 

2.0e-59 

144 

76 

ALPHA-GLUCAN PHOSPHORYLASE, H ISOZYME (STARCH PHOSPHORYLASE 

H) >gi_100452_pir A40995 starch phosphorylase (EC 2.4.1.1) 

H - potato >giJL69473 (M69038) alpha-glucan phosphorylase 
type H isozyme [Solanum tuberosum] 

409751 

uC-osflcyp021h03bl 

BLASTX 

g2832717 

834 

1.0e-89 

165 
95 



53130 



NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AJ003114) alkaline/neutral invertase [Lolium temulentum] 
409752 

uC-osflcyp021h04bl 

BLASTX 

g3789948 

712 

2.0e-75 

141 

96 

(AF094773) translation initiation factor 5A [Oryza sativa] 
409753 

uC-osflcyp021h05bl 

BLASTN 

g287396 

79 

3.0e-36 

179 
87 

Oryza sativa mRNA for chilling tolerance related protein, 
complete cds, clone:pBC4 42 

409754 

uC-osflcyp021h06bl 

BLASTX 

g2497903 

220 

1.0e-17 

59 
68 

METALLOTHIONEIN-LIKE PROTEIN TYPE 2 

>gi_1752831_dbj_BAA14038.1_ (D89931) metallothionein-like 
protein [Oryza sativa] >gi_1815628 (U43530) 
metallothionein-like type 2 [Oryza sativa] 



409755 

uC-osflcyp021h07bl 

BLASTX 

g4006978 

196 

5.0e-15 

90 
41 

(AJ131335) pollen allergen 



(group II) [Cynodon dactylon] 



409756 

uC-osflcyp021h08bl 

BLASTX 

g3335345 

182 

1.0e-17 

63 
76 

(AC004512) Contains similarity to ABC transporter 
gb_1651790 from Synechocystis sp. gb_D90900. [Arabidopsis 
thaliana] 

53131 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409757 

uC-osflcyp021h08b2 

BLASTX 

g2944446 

216 

2.0e-17 

47 
79 

(AF050756) cysteine endopeptidase precursor [Ricinus 
communis] 

409758 

uC-osflcyp021h09bl 

BLASTX 

g5931761 

560 

1.0e-57 

161 
50 

(AJ234 901) acetolactate synthase small subunit [Nicotiana 
plumbaginif olia] 

409759 

uC-osflcyp021hllbl 

BLASTX 

g4455246 

481 

3.0e-52 

157 

63 

(AL035523) putative protein [Arabidopsis thaliana] 
409760 

uC-osflcyp022a02bl 

BLASTX 

g3420055 

366 

7.0e-35 

78 
88 

(AC004680) cyclophilin [Arabidopsis thaliana] 
409761 

uC-osflcyp022a04bl 

BLASTX 

gll9958 

348 

8.0e-33 

105 
67 

FERREDOXIN III PRECURSOR (FD III) >gi_168473 (M73831) 
ferredoxin [Zea mays] >gi_18 64 00 l_dbj_BAAl 925 1_ (AB001387) 

Fd III [Zea mays] >gi_4 4 4 686_prf 1907324C 

ferredoxin :ISOTYPE=III [Zea mays] 



Seq. No. 



409762 



53132 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



uC-osflcyp022a07bl 

BLASTX 

g3123745 

250 

3.0e-21 

82 

60 

(AB013447) aluminum-induced [Brassica napus] 
409763 

uC-osflcyp022a08bl 

BLASTX 

g5042408 

201 

7.0e-20 

68 
76 

(AC006193) very similar to alcohol dehydrogenase 
[Arabidopsis thaliana] 

409764 

uC-osflcyp022a09bl 

BLASTX 

g5733874 

193 

8.0e-19 

112 
47 

(AC007932) F11A17.8 [Arabidopsis thaliana] 



409765 

uC-osflcyp022allbl 

BLASTX 

g4455371 

260 

4 .Oe-25 

127 
52 

(AL035524) putative protein 



[Arabidopsis thaliana] 



409766 

uC-osflcyp022b01bl 

BLASTX 

g2245038 

486 

6.0e-49 

155 

59 

(Z97342) hypothetical protein [Arabidopsis thaliana] 
409767 

uC-osflcyp022b03bl 

BLASTX 

g5305403 

149 

2.0e-09 
102 



53133 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34 

(AF072372) 



lysosomal trafficking regulator 2 [Mus musculus] 



409768 

uC-osflcyp022b06bl 

BLASTX 

g2894534 

651 

3.0e-68 

125 

99 

(AJ224327) aquaporin [Oryza sativa] 
409769 

uC-osflcyp022b07bl 

BLASTN 

g4097337 

317 

1.0e-178 

383 

100 

Oryza sativa metallothionein-like protein rnRNA, complete 
cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



409770 

uC-osflcyp022b09bl 

BLASTX 

gll5787 

796 

3.0e-85 

152 
99 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 

(X13909) chlorophyll a/b-binding preprotein {AA -28 to 235) 

[Oryza sativa] 

409771 

uC-osflcyp022bl0b2 

BLASTX 

g2130072 

185 

7.0e-14 

35 

100 

ferredoxin — nitrite reductase (EC 
>gi__809514_dbj_BAA09122_ (D50556) 
reductase [Oryza sativa] 

409772 

uC-osflcyp022b!2bl 
BLASTX 
g4490706 
269 

2.0e-23 

76 



1.7.7.1) - rice 
ferredoxin-ni trite 



53134 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 



66 

(AL035680) putative protein [Arabidopsis thaliana] 
409773 

uC-osflcyp022c03bl 

BLASTX 

g4581164 

303 

2.0e-27 

157 

39 

(AC006220) putative polyprotein [Arabidopsis thaliana] 
409774 

uC-osflcyp022c05bl 

BLASTX 

g4567204 

155 

4.0e-10 

82 
44 

(AC007168) unknown protein [Arabidopsis thaliana] 
409775 

uC-osflcyp022c06bl 

BLASTX 

g3334320 

617 

3.0e-64 

123 

95 

40S RIBOSOMAL PROTEIN SA (P40) >gi_2444420 (AF020553) 
ribosome-associated protein p40 [Glycine max] 

409776 

uC-osflcyp022c0 6b2 

BLASTN 

g5042437 

59 

8.0e-25 

91 

92 

Oryza sativa BAC T4 9B20 genomic sequence, complete sequence 
409777 

uC-osflcyp022c08bl 

BLASTX 

g2829911 

236 

1.0e-19 

78 
56 

(AC002291) Unknown protein [Arabidopsis thaliana] 
409778 

uC-osflcyp022cllbl 
BLASTX 



53135 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4678322 
286 

2.0e-25 

134 

54 

(AL049658) putative protein [Arabidopsis thaliana] 
409779 

uC-osflcyp022d02bl 

BLASTX 

gl084455 

556 

3.0e-57 

119 

89 

peptidylprolyl isomerase (EC 5.2.1.8) Cyp2 - rice 
>gi_600767 (L29469) cyclophilin 2 [Oryza sativa] 

409780 

uC-osflcyp022d03bl 

BLASTX 

g3868853 

255 

7.0e-22 

118 

46 

(AB013853) GPI-anchored protein [Vigna radiata] 
409781 

uC-osflcyp022d05bl 

BLASTX 

g2696221 

217 

2.0e-17 

66 
59 

(D55708) chitinase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409782 

uC-osflcyp022d06bl 

BLASTX 

gl332579 

735 

7.0e-79 

157 
10 

(X98063) polyubiquitin 



^Pinus sylvestris] 



409783 

uC-osflcyp022d08bl 

BLASTX 

g4325041 

564 

4.0e-58 

157 

76 

(AF117339) FtsH-like protein Pftf precursor 



[Nicotiana 



53136 



tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409784 

uC-osflcyp022d09bl 

BLASTX 

g3885334 

616 

3.0e-64 

157 

75 

(AC005623) putative argonaute protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409785 

uC-osflcyp022dllbl 

BLASTX 

g3646375 

808 

1.0e-86 

152 

99 

(AJ011079) RGP2 protein [Oryza sativa] 
409786 

uC-osflcyp022dl2bl 

BLASTX 

g2529680 

535 

1.0e-54 

154 

44 

(AC002535) putative protein disulf ide-isomerase precursor 
[Arabidopsis thaliana] 

409787 

uC-osflcyp022e01bl 

BLASTX 

g4512624 

434 

5.0e-50 

131 

83 

(AC004793) Strong similarity to gi_3033401 F19I3.29 
putative potassium transporter from Arabidopsis thaliana 
BAC gb_AC004238 

409788 

uC-osflcyp022e06b2 

BLASTN 

gll00742 

39 

2.0e-12 

59 
92 

Panicum miliaceum mRNA for 
translocator, complete cds 



2-oxoglutarate/malate 



53137 



Seq. No. 


409789 


Seq. ID 


uC-osflcyp022e08bl 


Method 


BLASTX 


NCBI GI 


g2924772 


BLAST score 


513 


E value 


5.0e-52 


Match length 


120 


% identity 


80 


NCBI Description 


(AC002334) unknown 


Seq. No. 


409790 


Seq. ID 


uC-osflcyp022e09bl 


Method 


BLASTX 


NCBI GI 


g3914603 


BLAST score 


620 


E value 


9.0e-65 


Match length 


123 


% identity 


98 


NCBI Description 


RIBULOSE BISPHOSPHJ 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) >gi_1778414 
(U74321) ribulose-1, 5-bisphosphate carboxylase/oxygenase 
activase [Oryza sativa] 

409791 

uC-osflcyp022ellbl 

BLASTX 

g3461820 

174 

2.0e-12 

97 

42 

(AC004138) unknown protein [Arabidopsis thaliana] 
409792 

uC-osflcyp022el2bl 

BLASTX 

g3789948 

661 

2.0e-69 

131 

95 

(AF094773) translation initiation factor 5A [Oryza sativa] 
409793 

uC-osflcyp022f02b2 

BLASTX 

g3201554 

368 

4.0e-35 

88 
73 

(AJ006501) beta-D-glucosidase [Tropaeolum majus] 
409794 

uC-osflcyp022f03bl 

BLASTX 

g3075394 



53138 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



385 

3.0e-48 

121 

82 

(AC004484) putative beta-ketoacyl-CoA synthase [Arabidopsis 
thaliana] >gi_3559809_emb_CAA09311_ (AJ010713) fiddlehead 
protein [Arabidopsis thaliana] 

409795 

uC-osflcyp022f05bl 

BLASTX 

g3126854 

733 

7.0e-78 

144 

97 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 
409796 

uC-osflcyp022f07bl 

BLASTX 

g2130069 

707 

6.0e-75 

132 

100 

catalase (EC 1.11.1.6) catA - rice 

>gi_1261858_dbj_BAA06232_ (D29966) catalase [Oryza sativa] 
409797 

uC-osflcyp022f09bl 

BLASTX 

g2662343 

720 

2.0e-76 

142 

99 

(D63581) EF-1 alpha [Oryza sativa] 
409798 

uC-osflcyp022fl0bl 

BLASTX 

g3063456 

176 

1.0e-12 

129 
38 

(AC003981) F22013.18 



[Arabidopsis thaliana] 



409799 

uC-osflcyp022fl0b2 

BLASTX 

g70753 

201 

2.0e-15 

40 

100 



53139 



NCBI Description histone H3 
wheat 



garden pea >gi_82610_pir S00373 histone H3 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



409800 

uC-osflcyp022g06b2 

BLASTX 

g729480 

435 

6.0e-43 

82 
100 

FERREDOXIN — NADP REDUCTASE, ROOT ISOZYME PRECURSOR (FNR) 
>gi_435647_dbj_BAA04232__ (D17410) f erredoxin-NADP+ 
reductase [Oryza sativa] >gi_902936_dbj_BAA0747 9 . 1_ 

(D38445) root f erredoxin-NADP+ reductase [Oryza sativa] 
>gi_1096932_prf 2113196A f erredoxin-NADP oxidoreductase 

[Oryza sativa] 

409801 

uC-osflcyp022g07bl 

BLASTX 

g2264382 

251 

2.0e-21 

89 
55 

(AC002354) putative tetracycline transporter-like protein 
[Arabidopsis thaliana] 

409802 

uC-osflcyp022g08bl 

BLASTX 

gl710841 

549 

2.0e-56 

121 
85 

ADENOS YLHOMOC YS TE INAS E { S-ADENOSYL-L-HOMOCYSTEINE 
HYDROLASE) (ADOHCYASE) >gi_758247_emb__CAA56278_ (X79905) 
S-adenosylhomocysteine hydrolase [Phalaenopsis sp.] 

409803 

uC-osflcyp022gl0bl 

BLASTX 

g322854 

713 

1.0e-75 

139 

99 

pollen-specific protein - rice >gi_20310__emb_CAA78897_ 
(Z16402) pollen specific gene [Oryza sativa] 

409804 

uC-osflcyp022gllbl 

BLASTX 

g2286153 

308 



53140 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



7.0e-47 

123 
80 

(AF007581) 



cytoplasmic malate dehydrogenase [Zea mays] 



409805 

uC-osflcyp022gl2bl 

BLASTX 

gl237250 

302 

2.0e-27 

122 

48 

(X96784) cytochrome P450 



[Nicotiana tabacum] 



409806 

uC-osflcyp022h04bl 

BLASTX 

g5733874 

187 

2.0e-15 

97 
49 

(AC007 932) F11A17.8 [Arabidopsis thaliana] 
409807 

uC-osflcyp022h05bl 

BLASTN 

g4091009 

181 

3.0e-97 

350 

97 

Oryza sativa anther-specific protein gene, complete cds 
409808 

uC-osflcyp022h07bl 

BLASTX 

g2119927 

744 

3.0e-79 
162 

88 

translation elongation factor G, chloroplast - soybean 
409809 

uC-osflcyp022h08bl 

BLASTX 

g70644 

589 

4.0e-61 

121 

19 

ubiquitin precursor - common sunflower (fragment) 
409810 

uC-osflcyp022h09bl 



53141 



Method 


BLASTX 


NCBI GI 


g6014701 


BLAST score 


319 


E value 


2.0e-29 


Match length 


157 


% identity 


41 


NCBI Description 


(AF190450) enoyl-CoA-hydratase [Avicennia marina] 


Seq. No. 


409811 


Seq. ID 


uC-osflcyp022hl2bl 


Method 


BLASTN 


NCBI GI 


g5821254 


BLAST score 


46 


E value 


2.0e-16 


Match length 


58 


% identity 


95 


NCBI Description 


Oryza sativa mRNA for TRAB1, complete cds 


Seq. No. 


409812 


Seq. ID 


uC-osflcyp023a01bl 


Method 


BLASTX 


NCBI GI 


gll84112 


BLAST score 


164 


E value 


2.0e-ll 


Match length 


56 


% identity 


57 


NCBI Description 


(U46138) Zn-induced protein [Oryza sativa] 


Seq, No. 


409813 


Seq. ID 


uC-osflcyp023a03bl 


Method 


BLASTX 


NCBI GI 


g2760349 


BLAST score 


677 


E value 


3.0e-71 


Match length 


149 


% identity 


20 


NCBI Description 


(U84969) ubiquitin [Arabidopsis thaliana] 


Seq. No. 


409814 


Seq. ID 


uC-osflcyp023a04bl 


Method 


BLASTX 


NCBI GI 


g2407281 


BLAST score 


805 


E value 


3.0e-86 


Match length 


154 


% identity 


98 


NCBI Description 


(AF017363) ribulose 1, 5-bisphosphate carboxylase 




subunit [Oryza sativa] 


Seq. No. 


409815 


Seq. ID 


uC-osflcyp023a06bl 


Method 


BLASTX 


NCBI GI 


g4406764 


BLAST score 


223 


E value 


2.0e-18 


Match length 


73 


% identity 


59 



53142 



o 



NCBI Description (AC006836) 
thaiiana] 



putative uridylyl transferase [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409816 

uC-osflcyp023a06b2 

BLASTX 

gll84774 

506 

2.0e-51 

103 
91 

(U45856) cytosolic glyceroldehyde-3-phosphate dehydrogenase 
GAPC3 [Zea mays] 

409817 

uC-osflcyp023a07bl 

BLASTX 

g4097561 

416 

1.0e-40 

124 
68 

(U64 918) ATGP1 [Arabidopsis thaiiana] 
409818 

uC-osflcyp023a08bl 

BLASTX 

g5921189 

285 

2.0e-25 

156 

46 

CYTOCHROME P450 71C4 >gi_550542_emb_CAA57425__ (X81831) 
cytochrome P450 [Zea mays] >gi_1850903_emb_CAA72196_ 
(Y11368) cytochrome p450 [Zea mays] 

409819 

uC-osflcyp023a09bl 

BLASTX 

g282994 

497 

4.0e-50 

103 

90 

Sipl protein - barley >gi__167100 
protein [Hordeum vulgare] 



(M77475) seed imbibition 



409820 

uC-osflcyp023a!0bl 

BLASTX 

g5777631 

301 

1.0e-39 

101 

95 

(AJ245900) CAA303719.1 protein [Oryza sativa] 



53143 



o 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409821 

uC-osflcyp023al2bl 

BLASTX 

g3372230 

152 

6.0e-10 

66 
47 

(AF017074) RNA polymerase I, II and III 16.5 kDa subunit 
[Arabidopsis thaliana] >gi_4 585968_gb_AAD25 604 . 1_AC005287 
(AC005287) RNA polymerase I, II and III 16.5 kDa subunit 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409822 

uC-osflcyp023b01bl 

BLASTX 

g2286153 

859 

1.0e-92 

178 

94 

(AF007581) cytoplasmic malate dehydrogenase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409823 

uC-osflcyp023b02bl 

BLASTX 

g2499987 

206 

5.0e-16 

109 
39 

PEPTIDYL-TRNA HYDROLASE ( PTH) >gi_1870014_emb_CAB068 65_ 
(292539) pth [Mycobacterium tuberculosis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409824 

uC-osflcyp023b02b2 

BLASTX 

g3820648 

291 

4.0e-26 

98 

61 

(Y12636) allene oxide synthase [Arabidopsis thaliana] 
>gi_6002957_gb_AAF00225.1__AF172727_l (AF172727) allene 
oxide synthase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409825 

uC-osflcyp023b04bl 

BLASTX 

g4263519 

459 

6.0e-46 

96 
92 

(AC004044) small nuclear riboprotein Sm-Dl [Arabidopsis 
thaliana] 



53144 



Seq. No. 


409826 


Seq. ID 


uC-osflcyp023b05bl 


Method 


BLASTX 


NCBI GI 


qZ OZZ^o 


BLAST score 


303 


E value 


2.0e-27 


Match length 


106 


% identity 


55 


NCBI Description 


(AF039182) unknown 


Seq. No. 


409827 


Seq. ID 


uC-osflcyp023b06bl 


Method 


BLASTX 


NCBI GI 


g2462925 


BLAST score 


655 


E value 


1.0e-68 


Match length 


168 


% identity 


78 


NCBI Description 


(AJ000053) GTP eye: 



3, 4-dihydroxy-2-butanone-4-phoshate synthase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409828 

uC-osflcyp023bl0bl 

BLASTX 

gl352427 

280 

5.0e-50 

127 

82 

EUKARYOTIC TRANSLATION 
(EIF-4C) 



INITIATION FACTOR 1A (EIF-1A) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 



409829 

uC-osflcyp023bllbl 

BLASTX 

gl731990 

407 

1.0e-39 

170 
49 

(Y09602) 
vulgare] 



serine carboxypeptidase II, CP-MI I [Hordeum 



409830 

uC-osflcyp023c02bl 

BLASTX 

g4678386 

227 

2.0e-18 

79 

54 

(AL049656) putative protein [Arabidopsis thaliana] 
409831 

uC-osflcyp023c06bl 
BLASTX 



53145 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3702665 
154 

4.0e-10 

73 
42 

(AJ007349) 
aestivum] 



pathogenisis-related protein 1.2 [Triticum 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



409832 

uC-osflcyp023c06b2 

BLASTN 

g2370231 

56 

1.0e-22 

92 
90 

Hordeum vulgare mRNA for putative acyl-CoA oxidase 
409833 

uC-osflcyp023c07bl 

BLASTX 

g3421087 

322 

1.0e-29 

72 
90 

(AF043524) 20S proteasome subunit PAE1 [Arabidopsis 
thaliana] >gi_6056394_gb_AAF02858 . 1_AC009324J7 (AC009324) 
2 OS proteasome subunit PAE1 [Arabidopsis thaliana] 

409834 

uC-osflcyp023c08bl 

BLASTX 

g2147484 

349 

7.0e-33 

163 

45 

homeotic protein - Phalaenopsis sp >gi__1173622 (U34743) 
homeobox protein [Phalaenopsis sp. 'hybrid SM9108 1 ] 

409835 

uC-osflcyp023c09bl 

BLASTX 

g2286153 

601 

2.0e-62 

157 
81 

{AF007581) cytoplasmic malate dehydrogenase [Zea mays] 
409836 

uC-osflcyp023cllbl 

BLASTX 

gl710841 

470 

3.0e-47 



53146 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



106 
90 

ADENOS YLHOMOC YS TE INAS E ( S-ADENOSYL-L-HOMOCYSTEINE 
HYDROLASE) (ADOHCYASE) >gi_758247_emb_CAA56278_ (X79905) 
S-adenosylhomocysteine hydrolase [Phalaenopsis sp.] 

409837 

uC-osflcyp023d02bl 

BLASTX 

g4371296 

628 

2.0e-65 

169 
73 

(AC006260) putative receptor protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409838 

uC-osflcyp023d04bl 

BLASTX 

g283008 

843 

9.0e-91 

166 

99 

sucrose synthase (EC 2.4.1.13) - 
>gi_20366_emb_CAA46017_ (X64770) 
sativa] 



rice 

sucrose synthase [Oryza 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



409839 

uC-osflcyp023d05bl 

BLASTX 

g2407281 

814 

2.0e-87 

154 

99 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 



409840 

uC-osflcyp023d0 6bl 

BLASTX 

g3832528 

177 

1.0e-12 

141 

38 

(AF100167) unknown 



[Glycine max] 



409841 

uC-osflcyp023d08bl 

BLASTX 

g549010 

747 

2.0e-79 
160 



53147 



% identity 

NCBI Description 



86 

EUKARYOTIC PEPTIDE CHAIN RELEASE FACTOR SUBUNIT 1 (ERF1) 
(OMNIPOTENT SUPPRESSOR PROTEIN 1 HOMOLOG) (SUP1 HOMOLOG) 

>gi_322554_pir S31328 omnipotent suppressor protein SUP1 

homolog (clone G18) - Arabidopsis thaliana 
>gi_16514_emb_CAA4 9172_ (X69375) similar to yeast 
omnipotent suppressor protein SUP1 (SUP45) [Arabidopsis 
thaliana] >gi_1402882_emb_CAA66813_ (X98130) eukaryotic 
early release factor subunit 1-like protein [Arabidopsis 
thaliana] >gi_14 9524 9_emb_CAA66118_ (X97486) eRFl-3 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409842 

uC-osflcyp023d09bl 

BLASTX 

g4582787 

706 

1.0e-74 

150 

91 

(AJ012281) adenosine kinase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409843 

uC-osflcyp023dl0bl 

BLASTX 

g2293480 

449 

1.0e-44 

89 
98 

(AF011331) glycine-rich protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409844 

uC-osflcyp023dllbl 

BLASTX 

g4835793 

541 

2.0e-55 

170 

63 

(AC007296) Similar to gb_U90212 DNA binding protein ACBF 
from Nicotiana tabacum and contains 3 PF__0007 6 RNA 
recognition motif domains. ESTs gb__T44278, gb_R65195, 
gb_N65904, gb_H374 99, gb_R90487, gb_N95952, gb_T4427 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409845 

uC-osflcyp023dl2bl 

BLASTX 

g3832528 

317 

6.0e-32 

165 

50 

(AF100167) unknown [Glycine max] 



Seq. No. 
Seq. ID 



409846 

uC-osflcyp023e02bl 



53148 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



BLASTX 

g967125 

301 

3.0e-27 

71 

79 

(U08140) 



calcium dependent protein kinase [Vigna radiata] 



409847 

uC-osflcyp023e04bl 

BLASTX 

g2130069 

739 

1.0e-78 

155 

88 

catalase (EC 1.11.1.6) catA - rice 

>gi_1261858_dbj_BAA06232_ (D29966) catalase [Oryza sativa] 
409848 

uC-osflcyp023e05bl 

BLASTX 

g482445 

755 

2.0e-80 

151 

94 

chlorophyll a/b-binding protein precursor - swollen 
duckweed >gi_168296 (M29334) light-harvesting chlorophyll 
a/b protein precursor [Lemna gibba] 

409849 

uC-osflcyp023e07bl 

BLASTX 

g2286153 

283 

1.0e-25 

73 
81 

(AF007581) cytoplasmic malate dehydrogenase [Zea mays] 



409850 

uC-osflcyp023e08bl 

BLASTX 

g2662343 

664 

8.0e-70 

130 
98 

(D63581) EF-1 alpha 
409851 

uC-osflcyp023e09bl 

BLASTX 

g3789954 

339 

9.0e-32 



[Oryza sativa] 



53149 



0 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



63 
100 

(AF094776) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 

409852 

uC-osflcyp023el0bl 

BLASTX 

g5912299 

804 

3.0e-86 

160 

99 

(AJ133787) gigantea homologue [Oryza sativa] 
409853 

uC-osflcyp023ellbl 

BLASTX 

g3935185 

200 

2.0e-15 

96 

43 

(AC004557) F17L21.28 



[Arabidopsis thaliana] 



409854 

uC-osflcyp023el2bl 

BLASTX 

g629849 

455 

3.0e-45 

131 

66 

pectate lyase (EC 4, 



2.2.2) 



homology with pectate lyase 



maize >gi 
[Zea mays] 



405535 (L20140) 



409855 

uC-osflcyp023f01bl 

BLASTX 

g4760553 

615 

5.0e-64 
153 

78 

(AB019533) Nad-dependent formate dehydrogenase [Oryza 
sativa] 

409856 

uC-osflcyp023f02bl 

BLASTX 

g2501189 

576 

2.0e-59 

146 

78 

THIAMINE BIOSYNTHETIC ENZYME 1-1 PRECURSOR 

>gi_2130146_pir S61419 thiamine biosynthetic enzyme thil-1 



53150 



- maize >gi_596078 (U17350) thiamine biosynthetic enzyme 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409857 

uC-osflcyp023f02b2 

BLASTX 

g478740 

815 

2.0e-87 

168 

98 

phenylalanine ammonia-lyase 



(EC 4.1.3.5) - rice 



409858 

uC-osflcyp023f04bl 

BLASTX 

g2662341 

925 

1.0e-100 

176 
99 

(D63580) EF-1 alpha [Oryza sativa] 
>gi_2 66234 5_dbj_BAA23659_ (D63582) 
sativa] >gi_2662347_dbj_BAA23660__ 
[Oryza sativa] 



409859 

uC-osflcyp023f05bl 

BLASTX 

g5777627 

586 

1.0e-94 
179 

95 

(AJ245900) CAA303715. 



EF-1 alpha [Oryza 
(D63583) EF-1 alpha 



1 protein [Oryza sativa] 



409860 

uC-osflcyp023f06bl 

BLASTX 

gl931654 

160 

1.0e-10 

112 

38 

(U95973) BRCAl-associated RING domain protein isolog 
[Arabidopsis thaliana] 



409861 

uC-osflcyp023f08bl 

BLASTX 

g2130073 

628 

1.0e-65 

127 
97 

fructose-bisphosphate aldolase (EC 4.1.2, 
cytosolic - rice >gi_786178_dbj_BAA08845_ 



13) isoenzyme C-l, 
(D50307) aldolase 



53151 



C-l [Oryza sativa] >gi_7 90970_dbj__BAA08830_ 
aldolase C-l [Oryza sativa] 



(D50301) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409862 

uC-osflcyp023fl0bl 

BLASTX 

gl421751 

175 

2.0e-12 

36 
92 

(U60592) putative ORF; conserved in 5' leaders of plant 
SAMdC [Pisum sativum] 

409863 

uC-osflcyp023fl0b2 

BLASTX 

g3142292 

248 

5.0e-21 

59 
73 

(AC002411) Contains similarity to tetratricopeptide repeat 
protein gb_U46571 from home sapiens. EST gb_Z47802 and 
gb_Z48402 come from this gene. [Arabidopsis thaliana] 

409864 

uC-osflcyp023fllbl 

BLASTX 

gl323748 

232 

4.0e-19 

105 
49 

(U32430) thiol protease [Triticum aestivum] 
409865 

uC-osflcyp023fl2bl 

BLASTX 

g6094002 

410 

5.0e-40 

96 

84 

60S RIBOSOMAL PROTEIN L12 >gi_2677830 (U93168) ribosomal 
protein L12 [Prunus armeniaca] 

409866 

uC-osflcyp023g01bl 

BLASTX 

g3075488 

625 

3.0e-65 

139 
86 

(AF058796) chlorophyll a/b-binding protein [Oryza sativa] 



53152 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409867 

uC-osflcyp023g03bl 

BLASTX 

gl41435 

245 

1.0e-20 

112 
42 

DIHYDRONEOPTERIN ALDOLASE (DHNA) >gi_983 60_pir E37854 

folate biosynthesis protein 1 (sul 3' region) - Bacillus 
subtilis >gi_143411 (M34053) ORF1 [Bacillus subtilis] 
>gi_4 67 4 67_dbj_BAA05313_ (D26185) unknown [Bacillus 
subtilis] >gi_2632345__emb_CAB11854__ (Z99104) 
dihydroneopterin aldolase [Bacillus subtilis] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409868 

uC-osflcyp023g06bl 

BLASTX 

gl711618 

218 

2.0e-17 

89 
43 

LOW AFFINITY SULPHATE TRANSPORTER 3 >gi_1085993_pir S517 65 

low affinity sulphate transporter - Stylosanthes hamata 
>gi_607188_emb_CAA57831_ (X82454) low affinity sulphate 
transporter [Stylosanthes hamata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409869 

uC-osflcyp023g07bl 

BLASTX 

g2388911 

369 

3.0e-35 

142 

49 

(Z98974) hypothetical PSUl-like protein 
[Schizosaccharomyces pombe] 



Seq. No. 409870 

Seq. ID uC-osflcyp023g08bl 

Method BLASTX 

NCBI GI g4586031 

BLAST score 274 

E value 4.0e-24 

Match length 64 

% identity 81 

NCBI Description (AC007109) unknown protein [Arabidopsis thaliana] 

Seq. No. 409871 

Seq. ID uC-osflcyp023g09bl 

Method BLASTX 

NCBI GI g4455280 

BLAST score 290 

E value 7.0e-26 

Match length 73 

% identity 63 



53153 



NCBI Description (AL035527) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409872 

uC-osflcyp023gl0bl 

BLASTX 

g2104691 

261 

2.0e-22 

134 

37 

(U92794) alpha glucosidase II, beta subunit [Mus musculus] 



409873 

uC-osflcyp023gllbl 

BLASTX 

g6016151 

734 

6.0e-78 

149 

96 

IMMUNOGLOBULIN BINDING PROTEIN HOMOLOG 3 
SHOCK PROTEIN 70 HOMOLOG 3) >gi_1575130 
binding protein cBiPe3 [Zea mays] 



PRECURSOR (HEAT 
U58209) lumenal 



409874 

uC-osflcyp023gl2bl 

BLASTX 

g5106775 

608 

3.0e-63 

123 

93 

(AF067732) ribosomal protein S12 



[Hordeum vulgare] 



Seq. No. 
Seq. ID 



409875 

uC-osflcyp023h01bl 

BLASTX 

g4263787 

381 

1.0e-36 

143 

52 

(AC006068) unknown protein [Arabidopsis thaliana] 
409876 

uC-osflcyp023h02bl 

BLASTX 

g3169012 

472 

3.0e-47 

124 

75 

(AJ002610) putative calmodulin binding transporter protein 
[Hordeum vulgare] 

409877 

uC-osflcyp023h04bl 



53154 



Method 


BLASTX 


NCBI GI 


g3063637 


BLAST score 


337 


E value 


2.0e-31 


Match length 


89 


% identity 


69 


NCBI Description 


(AF056204) thioesterase ] 


Seq. No. 


409878 


Seq. ID 


uC-osflcyp023h05bl 


Method 


BLASTX 


NCBI GI 


« A C A /inn 

g4o44o9U 


BLAST score 


190 


E value 


3.0e-14 


Match length 


73 


% identity 


45 


NCBI Description 


(AC007047) hypothetical ] 


Seq. No. 


409879 


Seq. ID 


uC-osflcyp023h0 6bl 


Method 


BLASTX 


NCBI GI 


g2239083 


BLAST score 


148 


E value 


3.0e-17 


Match length 


91 


% identity 


58 


NCBI Description 


(Z84383) anthranilate N- 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



[Dianthus caryophyllus] >gi_2239087_emb_CAB0642 9_ (Z84385) 
anthranilate N-hydroxycinnamoyl /benzoyl trans f erase 
[Dianthus caryophyllus] 

409880 

uC-osflcyp023h0 8bl 

BLASTX 

gl498053 

599 

4.0e-63 

129 
98 

(U64436) ribosomal protein S8 [Zea mays] 
409881 

uC-osflcyp023h09bl 

BLASTX 

gll84075 

206 

4.0e-16 

162 
3 

(U42444) Cf-2.1 
>giJL58767 3_prf 
esculentum] 



[Lycopersicon pimpinellif olium] 
_2207203A Cf-2 gene [Lycopersicon 



409882 

uC-osflcyp023hl2bl 

BLASTN 

g6006355 



53155 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41 

1.0e-13 

152 
82 

Oryza sativa genomic DNA, chromosome 6, clone : P04 93C11 



409883 

uC-osflcyp024a01bl 

BLASTX 

g4126809 

756 

1.0e-80 

142 
54 

(AB017042) glyoxalase 



I [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 



409884 

uC-osflcyp024a02bl 

BLASTX 

g3122724 

194 

2.0e-16 

68 
72 

60S RIBOSOMAL PROTEIN L38 >gi_228 9009 (AC002335) ribosomal 
protein L38 isolog [Arabidopsis thaliana] 

409885 

uC-osflcyp024a04bl 

BLASTX 

g547712 

485 

8.0e-49 

99 

93 

EUKARYOTIC INITIATION FACTOR 4A (EIF-4A) 

>gi_542153_pir S38358 translation initiation factor eIF-4A 

- rice >gi_303844_dbj_BAA02152_ (D12627) eukaryotic 
initiation factor 4A [Oryza sativa] 

409886 

uC-osflcyp024a05bl 

BLASTX 

g2492952 

601 

2.0e-62 

152 
76 

CHORI SMATE SYNTHASE 1 PRECURSOR 

( 5-ENOLPYRUVYLSHIKIMATE- 3- PHOSPHATE PHOSPHOLYASE 1) 

>gi__542026_pir S40410 chorismate synthase (EC 4.6.1.4) 1 

precursor - tomato >gi_4 1 0 4 8 2_emb_CAA7 9 8 5 9_ (Z21796) 
chorismate synthase 1 [Lycopersicon esculentum] 

409887 

uC-osflcyp024a06bl 
BLASTX 



53156 







BLAST score 


186 


E value 


3.0e-17 


Match length 


53 


% identity 


92 


NCBI Description 


(AB000801) chalcone 


Seq. No. 


409888 


Seq. ID 


uC-osflcyp024a06b2 


Method 


BLASTN 




g / y u y o y 


BLAST score 


114 


E value 


3.0e-57 


Match length 


146 


% identity 


95 


NCBI Description 


Rice mRNA for aldoL 


Seq. No. 


409889 


Seq. ID 


uC-osflcyp024a08bl 


Method 


BLASTX 


NCBI GI 


g401158 


BLAST score 


308 


E value 


5.0e-28 


Match length 


148 


% identity 


40 


NCBI Description 


TRANS ALDOLASE B >gi 



C-l, complete cds 



2023_pir S40535 hypothetical protein 

- Escherichia coli >gi_216439_dbj_BAA01290_ (D10483) 
transaldolase homolog (SWISS : PI 501 9) [Escherichia coli] 
>gi_1786189 (AE000111) transaldolase B [Escherichia coli] 
>gi_1839303Jobs_172503 (S80045) transaldolase B, 
D-sedoheptulose-7-phosphate : D-glyceraldehyde-3-phosphate 
dihydroxyacetone transferase {EC 2.2.1.2} [Escherichia 
coli, K-12, Peptide, 317 aa] [Escherichia coli] 
>gi__233777 6_dbj_BAA21822_ (D13161) transaldolase 
[Escherichia coli] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409890 

uC-osflcyp024a09bl 

BLASTX 

g66298 

826 

8.0e-89 

158 
95 

catalase 
(X61626) 



(EC 1.11.1.6) - rice >gi_20192_emb_CAA43814_ 
catalase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409891 

uC-osflcyp024a!0bl 

BLASTX 

g3927825 

580 

6.0e-60 

140 

81 

(AC005727) putative dTDP-glucose 4-6-dehydratase 
[Arabidopsis thaliana] 



53157 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409892 

uC-osflcyp024al2bl 

BLASTX 

gl00598 

548 

3.0e-56 

139 

81 

ubiquitin / ribosomal protein S27a-1 
(M60175) ubiquitin [Hordeum vulgare] 



- barley >gi_167073 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409893 

uC-osflcyp024b01bl 

BLASTX 

g2618698 

407 

1.0e-39 

103 
83 

(AC002510) unknown protein [Arabidopsis thaliana] 
409894 

uC-osflcyp024b02bl 

BLASTX 

g2995990 

292 

3.0e-26 

125 

49 

(AF053746 
thaliana] 



dormancy-associated protein [Arabidopsis 
>gi_2995992 (AF053747) dormancy-associated 



protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409895 

uC-osflcyp024b03bl 

BLASTN 

g2462784 

34 

2.0e-09 

50 

92 

Streptococcus equi 
cds 



M-like protein (szPSe) gene, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409896 

uC-osflcyp024bl2bl 

BLASTX 

g3298443 

204 

6.0e-16 

109 
48 

(AB010880) chloroplast ribosomal protein L17 [Nicotiana 
tabacum] 



Seq. No. 



409897 



53158 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-osflcyp024c02bl 

BLASTX 

g4049341 

501 

9.0e-51 

142 

70 

(AL034567) putative protein [Arabidopsis thaliana] 
409898 

uC-osflcyp024c03bl 

BLASTX 

gll84112 

159 

1.0e-10 

95 
41 

(U46138) Zn-induced protein [Oryza sativa] 



409899 

uC-osflcyp024c05bl 

BLASTX 

g3668069 

204 

8.0e-16 

102 

45 

(U28007) Pto kinase interactor 



1 [Lycopersicon esculentum] 



409900 

uC-osflcyp024c06bl 

BLASTX 

g4033763 

290 

6.0e-26 

156 

40 

IMPORTIN BETA- 3 SUBUNIT (KARYOPHERIN BETA- 3 SUBUNIT) 
(RAN-BINDING PROTEIN 5) >gi_2253156_emb_CAA70103_ (Y08890) 
Ran_GTP binding protein 5 [Homo sapiens] 

409901 

uC-osflcyp024c06b2 

BLASTX 

g2497953 

456 

2.0e-45 

119 

74 

MOLYBDOPTERIN BIOSYNTHESIS CNX1 PROTEIN (MOLYBDENUM 
COFACTOR BIOSYNTHESIS ENZYME CNX1) >gi_1263314 (L47323) 
molybdenum cofactor biosynthesis enzyme [Arabidopsis 
thaliana] >gi_4 4 69123_emb_CAB38312_ (AJ236870) molybdenum 
cofactor biosynthesis enzyme [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



409902 

uC-osflcyp024c07bl 



53159 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3033401 

615 

5.0e-64 

176 

66 

(AC004238) 
thaliana] 



putative potassium transporter [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



409903 

uC-osflcyp024c09bl 

BLASTX 

g3023816 

725 

7.0e-77 

157 
90 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE , CYTOSOLIC 
>gi_968996 (U31676) glyceraldehyde-3-phosphate 
dehydrogenase [Oryza sativa] 

409904 

uC-osflcyp024c!0bl 

BLASTX 

g3128228 

276 

1.0e-24 

88 
65 

(AC004077) putative ribosomal protein L18A [Arabidopsis 
thaliana] >gi_3337376 (AC004481) putative ribosomal protein 
L18A [Arabidopsis thaliana] 

409905 

uC-osflcyp024cllbl 

BLASTX 

g3236248 

466 

1.0e-46 

103 
83 

(AC004684) unknown protein [Arabidopsis thaliana] 
409906 

uC-osflcyp024d01bl 

BLASTX 

g2662310 

690 

8.0e-73 

145 

90 

(AB009307) bpwl [Hordeum vulgare] 
409907 

uC-osflcyp024d02bl 

BLASTX 

g320618 



53160 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



685 

3.0e-72 

146 

89 

chlorophyll a/b-binding protein I precursor - rice 
>gi_21817 2_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

409908 

uC-osflcyp024d03bl 

BLASTX 

g4104220 

245 

5.0e-26 

122 
60 

(AF033538) 
perenne] 



caffeic acid O-methyltransf erase; LPOMT1 [Lolium 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409909 

uC-osflcyp024d05bl 

BLAST N 

g4097337 

351 

0.0e+00 

421 

100 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409910 

uC-osflcyp024d08bl 

BLASTX 

g2407281 

836 

6.0e-90 

159 
99 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 

409911 

uC-osflcyp024d09bl 

BLASTX 

g2497989 

233 

3.0e-19 

163 

34 

PUTATIVE MITOCHONDRIAL CARRIER YMR166C 

>gi_1078573_pir S54524 hypothetical protein YMR166c - 

yeast (Saccharomyces cerevisiae) >gi__825571_emb_CAA8 9802_ 
{Z4 97 05) unknown [Saccharomyces cerevisiae] 



Seq. No. 



409912 



53161 



Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



uC-osflcyp024dl0bl 

BLASTX 

g3219758 

726 

4.0e-77 

153 

94 

ACT IN 66 >gi_1498374 (U60485) actin [Solanum tuberosum] 
409913 

uC-osflcyp024dl0b2 

BLASTX 

g2529229 

490 

2.0e-49 

143 

66 

(AB007 907) 6-phosphogluconate dehydrogenase [Glycine max] 
409914 

uC-osflcyp024dl2bl 

BLASTX 

g6069663 

345 

2.0e-32 

117 
59 

(AP000616) ESTs C72127 (E1041) ,AU07864 6 (E1041) correspond to 
a region of the predicted gene.; similar to Arabidopsis 
thaliana BAC F3D13; similar to Medicago truncatula MtN2 

(AF069300) [Oryza sativa] 

409915 

uC-osflcyp024e01bl 

BLASTX 

g2385410 

232 

4.0e-19 

145 

34 

(AB001372) TFIID subunit taf72p [Schizosaccharomyces pombe] 
>gi_3859081_emb_CAA21958_ (AL033406) tfiid subunit taf72p. 
[Schizosaccharomyces pombe] 

409916 

uC-osflcyp024e02bl 

BLASTX 

g2914700 

634 

3.0e-66 

160 

79 

(AC003974) tRNA-processing protein SEN3-like [Arabidopsis 
thaliana] 

409917 

uC-osflcyp024e03bl 



53162 



€1 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl946371 

582 

4.0e-60 

161 

70 

(U93215) regulatory protein Viviparous-1 isolog 
[Arabidopsis thaliana] 

409918 

uC-osflcyp024e04bl 

BLASTX 

g4455364 

214 

3.0e-17 

83 
52 

(AL035524) senescence-associated protein-like [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



409919 

uC-osflcyp024e05bl 

BLASTX 

g2624326 

155 

3.0e-10 

89 

47 

(AJ002893) OsGRPl [Oryza sativa] 
409920 

uC-osflcyp024e06bl 

BLASTX 

g2055230 

199 

3.0e-15 

119 
41 

(AB000130) SRC2 [Glycine max] 
409921 

uC-osflcyp024e07bl 

BLASTX 

g2072555 

217 

2.0e-17 

40 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603. 1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

409922 

uC-osflcyp024e08bl 

BLASTX 

g549010 

306 



53163 



9 



E value 
Match length 
% identity 
NCBI Description 



6.0e-28 

66 

86 

EUKARYOTIC PEPTIDE CHAIN RELEASE FACTOR SUBUNIT 1 (ERF1) 
(OMNIPOTENT SUPPRESSOR PROTEIN 1 HOMOLOG) (SUP1 HOMOLOG) 

>gi_322554_pir S31328 omnipotent suppressor protein SUP1 

homolog (clone G18) - Arabidopsis thaliana 
>gi_16514_emb_CAA4 9172_ (X69375) similar to yeast 
omnipotent suppressor protein SUP1 (SUP45) [Arabidopsis 
thaliana] >gi_1402882_emb_CAA66813_ (X98130) eukaryotic 
early release factor subunit 1-like protein [Arabidopsis 
thaliana] >gi_14 9524 9_emb_CAA66118_ (X97486) eRFl-3 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409923 

uC-osflcyp024e09bl 

BLASTX 

g2501189 

486 

3.0e-51 

139 
79 

THIAMINE BIOSYNTHETIC ENZYME 1-1 PRECURSOR 

>gi_213014 6_jpir S61419 thiamine biosynthetic enzyme thil-1 

- maize >gi_596078 (U17350) thiamine biosynthetic enzyme 
[Zea mays] 

409924 

uC-osflcyp024ellbl 

BLASTX 

gl054843 

293 

7.0e-29 

121 
50 

(X92847) D12 oleate desaturase 



[Solanum commersonii] 



409925 

uC-osflcyp024el2bl 

BLASTX 

g4895186 

539 

4.0e-55 

144 

67 

(AC007 661) putative growth regulator protein [Arabidopsis 
thaliana] 

409926 

uC-osflcyp024f01bl 

BLASTX 

g4678360 

150 

2.0e-09 

48 

56 

(AL049659) Cytochrome P450-like protein [Arabidopsis 



53164 



€1 



thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409927 

uC-osflcyp024f02b2 

BLASTX 

g3377841 

254 

7.0e-22 

58 

83 

(AF075598) contains similarity to phosphof ructokinases 
(Pfam; PFK.hmm, score; 36.60) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409928 

uC-osflcyp024f03bl 

BLASTX 

g2662341 

741 

7.0e-79 

148 

96 

(D63580) EF-1 alpha [Oryza sativa] 
>gi_2662345_dbj_BAA23659_ (D63582) 
sativa] >gi_2662347_dbj__BAA23660_ 
[Oryza sativa] 



EF-1 alpha [Oryza 
;D63583) EF-1 alpha 



409929 

uC-osflcyp024f05bl 

BLASTN 

g3617841 

203 

1.0e-110 

203 

100 

Oryza sativa clone F14605 calmodulin (CaMl) mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409930 

uC-osflcyp024f05b2 

BLASTX 

g2194119 

143 

7.0e-09 

55 

55 

(AC002062) No definition line found [Arabidopsis thaliana] 
409931 

uC-osflcyp024f07bl 

BLASTN 

g3859567 

226 

1.0e-124 

230 
100 

Oryza sativa clone FIL1 unknown mRNA 



53165 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409932 

uC-osflcyp024f08bl 

BLASTX 

g5263326 

190 

4.0e-14 

150 
35 

(AC007727) Similar to gbJJ06698 neuronal kinesin heavy 
chain from Homo sapiens and contains a PF_00225 Kinesin 
motor domain. EST gb_AA042507 comes from this gene. 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409933 

uC-osflcyp024f09bl 

BLASTX 

g4587518 

677 

3.0e-71 

152 
86 

(AC007060) Strong similarity to F19I3.8 gi_3033381 putative 
UDP-galactose-4-epimerase from Arabidopsis thaliana BAC 
gb_AC004238 and is a member of PF_01370 the NAD dependent 
epimerase/dehydratase family. EST gb_AA59 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409934 

uC-osflcyp024fl0bl 

BLASTX 

g3559814 

698 

2.0e-83 

170 

84 

(Y15781) transketolase 



1 [Capsicum annuum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409935 

uC-osflcyp024fllbl 

BLASTX 

g5262169 

673 

8.0e-71 

156 

83 

(AL080253) UDP-glucose 4-epimerase-like protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409936 

uC-osflcyp024g02bl 

BLASTX 

g2736288 

650 

4 ,0e-68 

149 

81 

(AF031080) isopentenyl diphosphate isomerase 
[Camptotheca acuminata] 



II 



53166 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409937 

uC-osflcyp024g03bl 

BLASTX 

gl872521 

188 

4 .Oe-14 

54 
32 

(U87833) zinc-finger protein Lsdl [Arabidopsis thaliana] 
>gi_1872523 (U87834) zinc-finger protein Lsdl [Arabidopsis 
thaliana] >gi_5262161_emb_CAB45804 . 1_ (AL080253) 
zinc-finger protein Lsdl [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409938 

uC-osflcyp024g05bl 

BLASTX 

g2979544 

297 

1.0e-26 

121 

50 

(AC003680) putative cytochrome P-450 [Arabidopsis thaliana] 
409939 

uC-osflcyp024g06bl 

BLASTX 

gl814403 

722 

1.0e-76 

152 

89 

(U84 88 9) methionine synthase [Mesembryanthemum 
crystallinum] 

409940 

uC-osflcyp024gl0bl 

BLASTX 

g3341511 

485 

9.0e-49 

95 

95 

(AJ231134) cinnamoyl-CoA reductase [Saccharum of f icinarum] 
409941 

uC-osflcyp024gllbl 

BLASTX 

g4567256 

187 

6. Oe-14 

43 

79 

(AC007070) putative 60S ribosomal protein L39 [Arabidopsis 
thaliana] 



Seq. No. 



409942 



53167 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-osflcyp024h02bl 

BLASTX 

g4585142 

472 

3.0e-47 

153 

58 

(AF088276) NADPH oxidase; 
esculentum] 



gp91; phox homolog [Lycopersicon 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409943 

uC-osflcyp024h02b2 

BLASTN 

g786177 

134 

4.0e-69 

209 
91 

Rice DNA for aldolase C-l, complete cds 
409944 

uC-osflcyp024h03bl 

BLASTX 

gll74853 

537 

5.0e-55 

112 

84 

UBIQUITIN-CONJUGATING ENZYME E2-18 KD ( UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) (PM42) 

>gi_4 81811_pir S39483 ubiquitin-conjugating enzyme UBC2-1 

- Arabidopsis thaliana >gi_22 658_emb_CAA48378_ (X68306) 
ubiquitin-conjugating enzyme [Arabidopsis thaliana] 

409945 

uC-osflcyp024h04bl 

BLASTX 

g232031 

350 

6.0e-33 

148 

54 

ELONGATION FACTOR 1-BETA' (EF-l-BETA' ) 

>gi_322851_pir S29224 translation elongation factor eEF-1 

beta T chain - rice >gi_218161_dbj_BAA02253_ (D12821) 
elongation factor 1 beta 1 [Oryza sativa] 

409946 

uC-osflcyp024h06bl 

BLASTX 

g3080427 

659 

3.0e-69 

155 

77 

(AL022604) putative protein [Arabidopsis thaliana] 



53168 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409947 

uC-osflcyp024h08bl 

BLASTN 

g4680335 

78 

9.0e-36 

198 

85 

Oryza sativa subsp. 
complete sequence 



indica BAC clone 16F19 php20725 region, 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



409948 

uC-osflcyp024h09bl 

BLASTX 

g4309759 

233 

2.0e-19 

102 
56 

(AC006217) unknown protein with Src homology 3 (SH3) domain 
profile (PDOC50002) [Arabidopsis thaliana] 

409949 

uC-osflcyp024hl0bl 

BLASTX 

g3135013 

170 

8.0e-12 
161 

33 

(AJ005963) 100 kDa protein [Ajellomyces capsulatus] 
409950 

uC-osflcyp024hl0b2 

BLASTX 

g3643594 

206 

4.0e-16 

52 
75 

(AC005395) unknown protein [Arabidopsis thaliana] 
409951 

uC-osflcyp024hllbl 

BLASTX 

g4914371 

218 

2.0e-17 

139 

31 

(AC007584) unknown protein [Arabidopsis thaliana] 
409952 

uC-osflcyp025a01bl 

BLASTX 

g3551247 

601 



53169 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



2.0e-62 

121 

96 

(AB012703) 181 [Daucus carota] 



409953 

uC-osflcyp025a09bl 

BLASTX 

gll97461 

213 

7.0e-17 

56 
75 

(X78819) casein kinase 



I [Arabidopsis thaliana] 



409954 

uC-osflcyp025b05bl 

BLASTX 

g3264607 

608 

3.0e-63 

117 

92 

(AF061509) shaggy kinase homolog 



[Zea mays] 



409955 

uC-osflcyp025c01bl 

BLASTX 

g3426039 

691 

6.0e-73 

167 

75 

(AC005168) unknown protein [Arabidopsis thaliana] 
409956 

uC-osflcyp025c09bl 

BLASTX 

gl498388 

286 

7.0e-26 

77 
83 

(U60510) actin [Zea mays] 
409957 

uC-osflcyp025d05bl 

BLASTX 

g3258575 

308 

4.0e-28 

156 

47 

(U89959) Hypothetical protein [Arabidopsis thaliana] 
409958 

uC-osflcyp025e01bl 



53170 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g5803242 

59 

1.0e-24 

142 

25 

Oryza sativa genomic DNA, chromosome 6, clone : P0535G04 
409959 

uC-osflcyp025e09bl 

BLASTX 

gl26894 

509 

1.0e-51 

139 
75 

MALATE DEHYDROGENASE, GLYOXYSOMAL PRECURSOR 

>gi_319832_pir DEPUGW malate dehydrogenase (EC 1.1.1.37) 

precursor, glyoxysomal - watermelon >gi_167284 (M33148) 
glyoxysomal malate dehydrogenase precursor (EC 1.1.1.37) 
[Citrullus vulgaris] 

409960 

uC-osflcyp025g09bl 

BLASTX 

g5823020 

220 

8.0e-18 

99 

49 

(AF089849) senescence-specific cysteine protease [Brassica 
napus] 

409961 

uC-osflcyp025h05bl 

BLASTX 

g2351107 

268 

2.0e-23 

70 
64 

(D14 057) bromelain [Ananas comosus] 
409962 

uC-osflcyp025hl2bl 

BLASTX 

g3377817 

4 95 

6.0e-50 

129 
69 

(AF076275) contains similarity to C3HC4-type zinc fingers 
(Pfam: zf-C3HC4 . hmm, score: 29.48) [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 



409963 

uC-osflcyp026a01al 
BLASTX 



53171 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



g!421730 
287 

1.0e-25 

56 
95 

(U43082) RF2 



;Zea mays] 



409964 

uC-osflcyp026a01bl 

BLASTX 

gl421730 

837 

5.0e-90 

169 

93 



NCBI Description (U43082) RF2 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409965 

uC-osflcyp026a02bl 

BLASTX 

g6006797 

273 

6.0e-24 

156 

35 

(AF156781) apyrase [Dolichos biflorus] 
409966 

uC-osflcyp026a04bl 

BLASTX 

g2827524 

378 

3.0e-36 

81 
78 

(AL021633) predicted protein [Arabidopsis thaliana] 
409967 

uC-osflcyp026a06bl 

BLASTX 

g5932426 

227 

1.0e-18 

83 
47 

(AF186240) thioredoxin-like protein [Secale cereale] 
409968 

uC-osflcyp026a07bl 

BLASTX 

g3885884 

772 

2.0e-82 

148 
99 

(AF093630) 60S ribosomal protein L21 [Oryza sativa] 



53172 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409969 

uC-osflcyp026a09bl 

BLASTX 

g4996602 

268 

2.0e-23 

71 

75 

(AB022273) thylakoid-bound ascorbate peroxidase [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409970 

uC-osflcyp026al0bl 

BLASTX 

g4914429 

343 

3.0e-32 

107 

62 

(AL050351) SEC14-like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409971 

uC-osflcyp026allbl 

BLASTN 

g6002775 

249 

1.0e-137 

484 
99 

Oryza sativa hypothetical protein, fertilin alpha subunit, 
membrane protein homolog, and Myb-related protein genes, 
complete cds; and unknown gene 

409972 

uC-osflcyp026b05bl 

BLASTX 

g4850408 

211 

1.0e-16 

118 
42 

(AC007357) Contains PF__00097 Zinc finger (C3HC4) ring 
finger motif. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409973 

uC-osflcyp026b06bl 

BLASTX 

gl31388 

561 

1.0e-57 

165 
71 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_100831_pir S16260 

photosystem II oxygen-evolving complex protein 1 - common 
wheat x Sanduri wheat >gi_2184 4_emb_CAA4 0670_ (X57408) 



53173 



33kDa oxygen evolving protein of photosystem II [Triticum 
aestivum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409974 

uC-osflcyp026c03bl 

BLASTX 

g2160166 

203 

5.0e-18 

82 
58 

(AC000132) No definition line found [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409975 

uC-osflcyp026c04bl 

BLASTX 

gll70767 

300 

4.0e-27 

100 

63 

26S PROTEASE REGULATORY SUBUNIT 8 HOMOLOG (LET1 PROTEIN) 

>gi_626074__pir S45176 transcription factor SUG1 homolog 

fission yeast (Schizosaccharomyces pombe) >gi_406051 
(U02280) Letl [Schizosaccharomyces pombe] 
>gi_4106689_emb_CAA22628.1_ (AL035065) 26s protease 
regulatory subunit 8 homolog [Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409976 

uC-osflcyp026c05bl 

BLASTX 

g2213600 

305 

1.0e-27 

146 

42 

(AC000348) T7N9.20 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409977 

uC-osflcyp026c06bl 

BLASTX 

g4006899 

493 

1.0e-49 

157 
55 

(Z99708) putative protein 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409978 

uC-osflcyp026c07bl 

BLASTX 

g4008159 

192 

2.0e-14 

59 
66 

(AB015601) DnaJ homolog 



[Salix gilgiana] 



53174 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409979 

uC-osflcyp026c09al 

BLASTX 

gll36122 

309 

3.0e-28 

65 

89 

(X91807) alfa-tubulin [Oryza sativa] 
409980 

uC-osflcyp026c09bl 

BLASTX 

gll36122 

511 

1.0e-51 

110 
94 

(X91807) alfa-tubulin [Oryza sativa] 
409981 

uC-osflcyp026cl0bl 

BLASTX 

gll68537 

501 

1.0e-50 

148 

64 

ASPARTIC PROTEINASE PRECURSOR >gi_82458_pir JS0732 

aspartic proteinase (EC 3.4.23.-) - rice 
>gi_218143_dbj_BAA02242_ (D12777) aspartic proteinase 
[Oryza sativa] 

409982 

uC-osflcyp026cllbl 

BLASTX 

g4337175 

205 

4.0e-16 

109 

42 

(AC006416) 
gb_T04111, 
gb R90004, 



ESTs gb_T20589, gb_T04 648, gb_AA597906, 
gb_R84180, gb_R65428, gb_T44439, gb_T76570, 
gb_T45020, gb_T42457, gb_T20921, gb_AA042762 and 



gb_AA720210 come from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409983 

uC-osflcyp026cl2bl 

BLASTX 

g3914394 

527 

7.0e-54 

127 
80 

2, 3-BISPHOSPHOGLYCERATE-INDEPENDENT PHOSPHOGLYCERATE MUTASE 
(PHOSPHOGLYCEROMUTASE) (BPG- INDEPENDENT PGAM) (PGAM-I) 



53175 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_2118335_pir S60473 phosphoglycerate mutase (EC 

5.4.2.1) - common ice plant >gi_602426 (U16021) 
phosphoglyceromutase [Mesembryanthemum crystallinum] 

409984 

uC-osflcyp02 6d01bl 

BLASTX 

g3386614 

164 

2.0e-ll 

109 
37 

(AC004665) putative transcription factor SF3 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409985 

uC-osflcyp026d02bl 

BLASTX 

g82080 

437 

3.0e-43 

125 

67 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 

409986 

uC-osflcyp026d03bl 

BLASTX 

g4835766 

416 

1.0e-40 

142 

59 

(AC007202) Contains similarity to gb_AB017693 transfactor 
(WERBP-1) from Nicotiana tabacum. ESTs gb_H39299, 
gb_T41875, gb_H38232 and gb_N38325 come from this gene. 
[Arabidopsis thaliana] 

409987 

uC-osflcyp026d04bl 

BLASTX 

g486827 

368 

2.0e-35 

98 

80 

translation elongation factor Tu.B precursor, chloroplast - 
wood tobacco 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



409988 

uC-osflcyp02 6d07bl 

BLASTX 

gll67836 

464 

3.0e-46 



53176 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



126 
63 

(Z688 93) protein with incomplete signal sequence [Holcus 
lanatus] 

409989 

uC-osflcyp026d08fol 

BLASTX 

g3236246 

394 

4.0e-38 

109 

60 

(AC004 684) putative expansin protein [Arabidopsis thaliana] 
409990 

uC-osflcyp02 6d09bl 

BLASTX 

g3193292 

379 

2.0e-36 

130 
58 

(AF069298) similar to ATPases associated with various 
cellular activites {Pfam: AAA.hmm, score: 230.91) 
[Arabidopsis thaliana] 

409991 

uC-osflcyp026dl0bl 

BLASTX 

g2262170 

375 

1.0e-36 

135 
61 

(AC002329) predicted glycosyl hydrolase [Arabidopsis 
thaliana] 

409992 

uC-osflcyp026dllbl 

BLASTX 

g3435096 

273 

5.0e-24 

101 
55 

(AF033587) SRZ21 [Arabidopsis thaliana] 
409993 

uC-osflcyp026e01al 

BLASTX 

g710308 

355 

1.0e-33 

68 
93 

(U11693) victorin binding protein [Avena sativa] 



53177 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



409994 

uC-osflcyp02 6e01bl 

BLASTX 

g710308 

746 

4.0e-79 

173 

88 

(U11693) victorin binding protein [Avena sativa] 
409995 

uC-osflcyp026e05bl 

BLASTX 

g2213583 

324 

7.0e-30 

140 

48 

(AC000348) T7N9.3 [Arabidopsis thaliana] 
409996 

uC-osflcyp026e06bl 

BLASTX 

g4006882 

625 

3.0e-65 

173 

65 

(Z99707) UDP-glucuronyltransf erase-like protein 
[Arabidopsis thaliana] 

409997 

uC-osflcyp026e07bl 

BLASTX 

g5106764 

297 

1.0e-26 

71 

82 

(AF073329) eukaryotic translation initiation factor 3 large 
subunit [Zea mays] 

409998 

uC-osflcyp026e09bl 

BLASTX 

g2065013 

178 

9.0e-13 

64 

48 

(Y11650) cyclic phosphodiesterase [Arabidopsis thaliana] . 
>gi_2832621_emb_CAA16750.1_ (AL021711) cyclic 
phosphodiesterase [Arabidopsis thaliana] 

409999 

uC-osflcyp02 6e!0bl 



53178 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



BLASTX 

gl20657 

606 

6.0e-64 

157 

82 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A PRECURSOR, 

CHLOROPLAST >gi_66024_pir DEZMG3 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) (EC 1.2.1.13) A precursor, chloroplast - 
maize >gi_168479 (M18976) glyceraldehyde-3-phosphate 
dehydrogenase [Zea mays] >gi_7 63035_emb_CAA33455_ (X15408) 
glyceraldehyde-3-phosphate dehydrogenase [Zea mays] 

410000 

uC-osflcyp026el2bl 

BLASTX 

g3337349 

348 

1.0e-32 

143 

49 

(AC004481) putative protein kinase [Arabidopsis thaliana] 
410001 

uC-osflcyp026f07bl 

BLASTX 

g2851506 

589 

5.0e-61 

162 

71 

DYSKERIN (NUCLEOLAR PROTEIN NAP57 ) 
>gi__2739325_emb_CAA84402_ (Z34922) NAP 5 7 [Rattus 
norvegicus] 

410002 

uC-osflcyp026f08bl 

BLASTX 

gll5787 

497 

2.0e-50 

118 

84 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 

(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 

[Oryza sativa] 

410003 

uC-osflcyp026f 10b! 

BLASTX 

g3776578 

253 

1.0e-21 

128 



53179 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37 

(AC005388) ESTs gb_F13915 and gb_F13916 come from this 
gene. [Arabidopsis thaliana] 

410004 

uC-osflcyp026fllbl 

BLASTX 

g2826786 

350 

5.0e-33 

113 

64 

(Y10905) RAPB protein [Oryza sativa] 
410005 

uC-osflcyp026fl2bl 

BLASTX 

g5107820 

320 

2.0e-29 

75 
80 

(AF149413) contains similarity to protein kinase domains; 
Pfam PF00069, Score=15.8, E=0.0027, N=l [Arabidopsis 
thaliana] 

410006 

uC-osf Icyp026g01al 

BLASTX 

g6015059 

265 

5.0e-23 

60 
85 

ELONGATION 
(AF030517 



FACTOR 1 -ALPHA (EF-1 -ALPHA) >gi_2996096 
translation elongation factor-1 alpha; EF-1 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



alpha [Oryza sativa] 
410007 

uC-osflcyp026g01bl 

BLASTX 

gll9150 

307 

6.0e-28 

129 

53 

ELONGATION FACTOR 1 -ALPHA (EF-1 -ALPHA) 

>gi 82081_pir S10507 translation elongation factor eEF-1 

alpha chain - tomato >gi__1927 3_emb_CAA32 618_ (X14449) EF 
1-alpha (AA 1-448) [Lycopersicon esculentum] 
>gi_295810_emb_CAA37212_ (X53043) elongation factor 1-alpha 
[Lycopersicon esculentum] 

410008 

uC-osflcyp026g02bl 

BLASTX 

g4099408 



53180 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



619 

2.0e-64 

133 

86 

(U86763) delta-type tonoplast intrinsic protein [Triticum 
aestivum] 

410009 

uC-osflcyp026g03bl 

BLASTX 

g2407281 

481 

1.0e-48 

100 
93 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 

410010 

uC-osflcyp026g05bl 

BLASTX 

g4539452 

614 

7.0e-64 

173 

64 

(AL04 9500) putative phosphoribosylanthranilate transferase 
[Arabidopsis thaliana] 

410011 

uC-osflcyp026g09al 

BLASTX 

g401153 

144 

7.0e-09 

68 
43 

TABA PROTEIN >gi_281610_pir S27649 tabA protein - 

Pseudomonas syringae >gi_151571 (M88485) Homology with 
E.coli and P. aeruginosa lysA gene; product of unknown 
function; putative [Pseudomonas syringae] 

410012 

uC-osflcyp026g09bl 

BLASTX 

g4335749 

562 

8.0e-58 

158 
70 

(AC006284) unknown protein [Arabidopsis thaliana] 
410013 

uC-osflcyp02 6gl0bl 

BLASTX 

g5734634 

215 



53181 



E value 
Match length 
% identity 
NCBI Description 



2.0e-17 

93 
53 

(AP000391) 
sativa] 



Similar to putative lipase (AC006232) [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



410014 

uC-osflcyp026gllbl 

BLASTX 

g4490313 

423 

2.0e-41 

121 

64 

(AL035678) putative protein [Arabidopsis thaliana] 
410015 

uC-osflcyp02 6gl2bl 

BLASTX 

g3334333 

518 

1.0e-52 

127 
76 

SUPEROXIDE DISMUTASE-2 [CU-ZN] >gi__2660798 (AF034832) 
cytosolic copper/zinc superoxide dismutase 
[Mesembryanthemum crystallinum] 

410016 

uC-osflcyp026h01bl 

BLASTX 

g3281853 

382 

8.0e-37 

90 

79 

(AL031004) putative protein [Arabidopsis thaliana] 
410017 

uC-osflcyp026h02bl 

BLASTX 

gl419090 

293 

3.0e-26 

59 

90 

(X94 968) 37kDa chloroplast inner envelope membrane 
polypeptide precursor [Nicotiana tabacum] 

410018 

uC-osflcyp026h04bl 

BLASTX 

g3785989 

513 

4.0e-52 

124 
77 



53182 



NCBI Description (AC005560) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



410019 

uC-osflcyp026h05bl 

BLASTX 

g733456 

584 

2.0e-60 

123 

86 

(U23189) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 

410020 

uC-osflcyp02 6h07bl 

BLASTX 

g4455338 

172 

4.0e-12 

162 
30 

(AL035525) putative protein [Arabidopsis thaliana] 
410021 

uC-osflcyp026hl0bl 

BLASTX 

g629846 

526 

1.0e-53 

159 
71 

initiator-binding protein - maize >gi_483444_emb__CAA55693_ 
(X79086) initiator-binding protein [Zea mays] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



410022 

uC-osflcyp027a01bl 

BLASTX 

g5919185 

300 

4.0e-27 

103 
58 

(AF183809) arabinogalactan protein Popl4A9 [Populus alba x 
Populus tremula] 

410023 

uC-osflcyp027a07bl 

BLASTX 

g6016151 

862 

6.0e-93 

172 
98 

IMMUNOGLOBULIN BINDING PROTEIN HOMOLOG 3 PRECURSOR (HEAT 
SHOCK PROTEIN 70 HOMOLOG 3) >gi_1575130 (U58209) lumenal 
binding protein cBiPe3 [Zea mays] 



53183 



Seq. No. 410024 

Seq. ID uC-osflcyp027a09bl 

Method BLASTX 

NCBI GI g5103807 

BLAST score 219 

E value 1.0e-17 

Match length 70 

% identity 61 

NCBI Description (AC007591) Contains similarity to gb_AF014403 type-2 

phosphatidic acid phosphatase alpha-2 (PAP2_a2) from Homo 
sapiens. ESTs gb_T88254 and gb_AA394 650 come from this 
gene. [Arabidopsis thaliana] 

Seq. No. 410025 

Seq. ID uC-osflcyp027al0bl 

Method BLASTX 

NCBI GI g4585973 

BLAST score 280 

E value 6.0e-31 

Match length 110 

% identity 67 

NCBI Description (AC005287) translation initiation factor [Arabidopsis 
thaliana] 

Seq. No. 410026 

Seq. ID uC-osflcyp027allbl 

Method BLASTX 

NCBI GI gll70937 

BLAST score 482 

E value 1.0e-48 

Match length 92 

% identity 100 

NCBI Description S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 
>gi_45054 9_emb_CAA81481_ (Z26867) S-adenosyl methionine 
synthetase [Oryza sativa] 

Seq. No. 410027 

Seq. ID uC-osflcyp027b01bl 

Method BLASTX 

NCBI GI g3868758 

BLAST score 625 

E value 3.0e-65 

Match length 135 

% identity 89 

NCBI Description (D89802) elongation factor IB gamma [Oryza sativa] 
410028 

uC-osflcyp027b02bl 
BLASTX 
g2388565 
162 

2.0e-21 
165 
39 

(AC000098) Similar to Prunus pectinesterase (gb_X95991) . 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53184 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



410029 

uC-osflcyp027b03bl 

BLASTN 

g5803242 

303 

1.0e-170 

485 
99 

Oryza sativa genomic DNA, chromosome 6, clone : P0535G04 
410030 

uC-osflcyp027b05bl 

BLASTX 

g5902387 

298 

8.0e-27 

135 

44 

(AC009322) Similar to polygalacturonases [Arabidopsis 
thaliana] 



Seq. No 
Seq. ID 

Method 
NCBI GI 
BLAST s 
E value 
Match 1 
% ident 
NCBI De 



core 

ength 
ity 

scription 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



410031 

uC-osflcyp027b06bl 

BLASTX 

gl32105 

747 

2.0e-79 

160 
8 9 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_680 94_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208__dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

410032 

uC-osflcyp027b07bl 

BLASTX 

gl076809 

819 

6.0e-88 

172 

92 

H+-transporting ATPase (EC 3.6.1.35) - maize 

>gi_7 58355__emb_CAA59800_ (X85805) H ( + ) -transporting ATPase 

[Zea mays] 

410033 

uC-osflcyp027b08bl 

BLASTX 

g3183274 

298 



53185 



* 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



7.0e-27 

110 

54 

HYPOTHETICAL 2 6.5 KD PROTEIN C15A10.05C IN CHROMOSOME I 
>gi_2239182_emb_CAB10102.1_ (Z97208) hypothetical protein 
[Schizosaccharomyces pombe] 

410034 

uC-osflcyp027b09bl 

BLASTX 

g2498312 

207 

3-0e-16 

109 
41 

PROBABLE DIHYDROPYRIMIDINE DEHYDROGENASE [NADP+] (DPD) 
(DIHYDROURACIL DEHYDROGENASE) ( DIHYDROTHYMINE 
DEHYDROGENASE) >gi_1049458 (U39742) coded for by C. elegans 
cDNA yk28e9.3; coded for by C. elegans cDNA yk28e9.5; coded 
for by C. elegans cDNA yk28h9.3; coded for by C. elegans 
cDNA yk28h9.5; coded for by C. elegans cDNA yk40e4.5; coded 
for by C. elegans cDNA yk5h3.5; 

410035 

uC-osflcyp027bllbl 

BLASTX 

g431154 

415 

1.0e-40 

103 
78 

(D21813) ORF [Lilium longif lorum] 
410036 

uC-osflcyp027bl2bl 

BLASTX 

g6016151 

743 

4.0e-79 

149 

97 

IMMUNOGLOBULIN BINDING PROTEIN HOMOLOG 3 PRECURSOR (HEAT 
SHOCK PROTEIN 70 HOMOLOG 3) >gi_1575130 (U58209) lumenal 
binding protein cBiPe3 [Zea mays] 

410037 

uC-osflcyp027c01bl 

BLASTX 

g4558665 

168 

6.0e-12 

117 
44 

(AC007063) putative white protein [Arabidopsis thaliana] 
410038 

uC-osflcyp027c03bl 



53186 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2832672 

236 

1.0e-19 

49 
92 

(AL021712) 



nifU-like protein [Arabidopsis thaliana] 



410039 

uC-osflcyp027c09bl 

BLASTX 

g2772934 

471 

4.0e-47 

146 

59 

(AF030357) C-8,7 sterol isomerase; aSIl [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



410040 

uC-osflcyp027cl2bl 

BLASTX 

g5123553 

181 

3.0e-13 

42 

81 

(AL079344) putative protein [Arabidopsis thaliana] 
410041 

uC-osflcyp027d01bl 

BLASTX 

g2501189 

604 

1.0e-62 

153 

78 

THIAMINE BIOSYNTHETIC ENZYME 1-1 PRECURSOR 

>gi_213014 6_pir S61419 thiamine biosynthetic enzyme thil-1 

- maize >gi_596078 (U17350) thiamine biosynthetic enzyme 
[Zea mays] 

410042 

uC-osflcyp027d06bl 

BLASTX 

gl084455 

695 

2.0e-73 

145 

90 

peptidylprolyl isomerase (EC 5.2.1.8) Cyp2 - rice 
>gi_600767 (L29469) cyclophilin 2 [Oryza sativa] 

410043 

uC-osflcyp027d07bl 

BLASTX 

g3915085 



53187 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



601 

2.0e-62 

152 
79 

TRANS -CINNAMATE 4 -MONOOXYGENASE (CINNAMIC ACID 
4 -HYDROXYLASE) (CA4H) (P450C4H) (CYTOCHROME P450 73) 
>gi_177328 9 (U71081) cinnamate-4 -hydroxylase [Arabidopsis 
thaliana] >gi_1946370 (U93215) cinnamate-4-hydroxylase 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



410044 

uC-osflcyp027d08bl 

BLASTX 

g4678941 

544 

1.0e-55 

157 
67 

(AL04 9711) gamma response 



I protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



410045 

uC-osflcyp027dl0bl 

BLASTX 

g2369690 

166 

2.0e-ll 

72 
51 

(Y11988) FPF1 protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



410046 

uC-osflcyp027dllbl 

BLASTX 

g4895241 

476 

1.0e-47 

167 

53 

(AC007659) hypothetical protein 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



410047 

uC-osflcyp027dl2bl 

BLASTX 

g3176690 

704 

2.0e-74 

166 

85 

(AC003671) 
cerevisiae 



Similar to ubiquitin ligase gb_D63905 from S. 
EST gb_R652 95 comes from this gene. 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



410048 

uC-osflcyp027e02bl 

BLASTX 

g3805845 

276 



53188 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-24 

79 
66 

(AL031986) putative protein [Arabidopsis thaliana] 
410049 

uC-osflcyp027e03bl 

BLASTX 

g3242783 

581 

4.0e-62 

171 

72 

(AF055354) respiratory burst oxidase protein B [Arabidopsis 
thaliana] 

410050 

uC-osflcyp027e04bl 

BLASTX 

g2500717 

147 

4.0e-09 

99 
36 

STS14 PROTEIN PRECURSOR >gi_212 9995_pir S65052 

pistil-specific protein stsl4 precursor - potato 
>gi_1236785_emb_CAA57 97 6_ (X82652) stsl4 [Solanum 

tuberosum] >gi_1589691_prf 2211417A stsl4 gene [Solanum 

tuberosum] 

410051 

uC-osflcyp027e08bl 

BLASTX 

g3929545 

237 

1.0e-19 

53 
91 

(AF067194) S-adenosylmethionine decarboxylase [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



410052 

uC-osflcyp027e09bl 

BLASTX 

g4886280 

237 

1.0e-19 

115 

44 

(AL050300) putative protein 
410053 

uC-osflcyp027ellbl 

BLASTX 

g2262159 

511 

8.0e-52 



[Arabidopsis thaliana] 



53189 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



148 
63 

(AC002329) predicted protein similar to S.pombe protein 
C5H10.03 [Arabidopsis thaliana] 

410054 

uC-osflcyp027f03bl 

BLASTX 

gl888357 

364 

1.0e-34 

121 

63 

(X98130) alpha-mannosidase [Arabidopsis thaliana] 
>gi_18 90154_emb_CAA72432_ (Y11767) alpha-mannosidase 
precursor [Arabidopsis thaliana] 

410055 

uC-osflcyp027f04bl 

BLASTX 

g2570511 

408 

1.0e-47 

135 
74 

(AF022738) chlorophyll a-b binding protein [Oryza sativa] 
410056 

uC-osflcyp027f05bl 

BLASTX 

gl076809 

707 

8.0e-75 

148 

92 

H+-transporting ATPase (EC 3.6.1.35) - maize 
>gi_758355_emb__CAA59800__ (X85805) H ( + ) -transporting ATPase 
[Zea mays] 

410057 

uC-osflcyp027f09bl 

BLASTX 

g3273243 

715 

9.0e-76 

169 

80 

(AB004 660) NLS receptor [Oryza sativa] 

>gi_3273245_dbj_BAA31166_ (AB004814) NLS receptor [Oryza 
sativa] 

410058 

uC-osflcyp027f lObl 

BLASTX 

g3868756 

847 

3.0e-91 



53190 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158 
99 

(D86611) catalase 



[Oryza sativa] 



410059 

uC-osflcyp027fllbl 

BLASTX 

g5738372 

622 

8.0e-65 

140 
84 

(AL033545) putative protein [Arabidopsis thaliana] 
410060 

uC-osflcyp027fl2bl 

BLASTX 

g5007084 

744 

4.0e-79 

141 

99 

(AF155333) NADP-specif ic isocitrate dehydrogenase [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



410061 

uC-osflcyp027g02bl 

BLASTX 

g4490756 

259 

3.0e-22 

103 

55 

(AL035708) hypothetical protein [Arabidopsis thaliana] 
410062 

uC-osflcyp027g03bl 

BLASTX 

g4432864 

239 

5.0e-20 

77 

57 

(AC006300) hypothetical protein [Arabidopsis thaliana] 
410063 

uC-osflcyp027g06bl 

BLASTX 

gl408222 

357 

5.0e-34 

97 

73 

(U60764) pathogenesis-related protein [Sorghum bicolor] 
410064 

uC-osflcyp027gllal 



53191 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLASTX 

g2058311 

157 

2.0e-10 

47 

64 

(X79566) 



cinnamoyl-CoA reductase [Eucalyptus gunnii] 



410065 

uC-osflcyp027gllbl 

BLASTX 

g2960364 

415 

1.0e-40 

127 
64 

(AJ224986) cinnamoyl CoA reductase 
subsp . trichocarpa] 



[Populus balsamifera 



410066 

uC-osflcyp027h05bl 

BLASTX 

gl709453 

220 

8.0e-18 

48 

90 

PYRUVATE DEHYDROGENASE El COMPONENT ALPHA SUBUNIT, 
MITOCHONDRIAL PRECURSOR (PDHE1-A) >gi_473169_emb_CAA81558 
(Z2694 9) El alpha subunit of pyruvate dehydrogenase 
precursor [Solanum tuberosum] 



410067 

uC-osflcyp027h09bl 

BLASTN 

g6103440 

195 

1.0e-105 

235 
96 

Oryza sativa metallothionein-like protein 
complete cds 



(ML2) mRNA, 



410068 

uC-osflcyp027hl2bl 

BLASTX 

g6017110 

686 

2.0e-72 

170 
75 

(AC009895) unknown protein [Arabidopsis thaliana] 
410069 

uC-osflcyp028a03al 

BLASTX 

gl345978 



53192 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158 

1.0e-10 

35 
77 

OMEGA- 6 FATTY ACID DESATURASE, CHLOROPLAST PRECURSOR 
>gi_457631 (L29214) omega-6 desaturase [Brassica napus] 

410070 

uC-osflcyp028a03bl 

BLASTX 

gl345978 

467 

2.0e-55 

138 
78 

OMEGA-6 FATTY ACID DESATURASE, CHLOROPLAST PRECURSOR 
>gi_457631 (L29214) omega-6 desaturase [Brassica napus] 

410071 

uC-osflcyp028a04bl 

BLASTX 

gl905930 

827 

8.0e-89 

178 

94 

(U31994) MADS box protein [Oryza sativa] 
410072 

uC-osflcyp028a06bl 

BLASTX 

g4455364 

217 

2.0e-17 

85 
51 

(AL035524) senescence-associated protein-like [Arabidopsis 
thaliana] 

410073 

uC-osflcyp028a09bl 

BLASTX 

gl00934 

484 

7.0e-49 

101 

14 

ubiquitin precursor Ubi-1 
ubiquitin precursor Ubi-2 

(S944 64) polyubiquitin (ubiquitin) [maize, 

[Zea mays] >gi_248339_bbs_944 67 (S94466) 
polyubiquitin (ubiquitin) [maize, Peptide, 533 aa] 
mays] 



- maize >gi_422037_pir S20926 

maize >gi_248337_bbs_944 65 

Peptide, 533 aa] 

[Zea 



Seq. No. 
Seq. ID 

Method 



410074 

uC-osflcyp028allbl 
BLASTX 



53193 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3023713 
624 

9.0e-68 

134 

99 

ENOLASE { 2-PHOSPHOGLYCERATE DEHYDRATASE) 
( 2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) (OSE1) 
(U09450) enolase [Oryza sativa] 



>gi_780372 



410075 

uC-osflcyp028al2bl 

BLASTX 

g4895186 

483 

1.0e-48 

147 

63 

(AC007661) putative growth regulator protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



410076 

uC-osflcyp028b03bl 

BLASTX 

g3068705 

214 

4.0e-17 

105 
41 

( AF0 4 9 2 3 6 ) unknown 
410077 

uC-osflcyp028b09bl 

BLASTX 

g2582381 

437 

2.0e-43 

119 

71 

(AF021220) 
tabacum] 



[Arabidopsis thaliana] 



cation-chloride co-transporter [Nicotiana 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



410078 

uC-osflcyp028c01bl 

BLASTX 

g6014934 

462 

1.0e-50 

124 

73 

DCL PROTEIN, CHLOROPLAST PRECURSOR (DEFECTIVE CHLOROPLASTS 
AND LEAVES PROTEIN) >gi_1305531 (Q55219) defective 
chloroplasts and leaves; required for chloroplast 
development and palisade cell differentiation in leaves 
[Lycopersicon esculentum] >gi_1323698 (U55278) DCL [Solanum 
lycopersicum] 



Seq. No. 



410079 



53194 



Seq. ID 


uC-osflcyp028c02bl 


Method 


BLASTN 


NPRT (IT 




BLAST score 


211 


E value 


1. Oe-115 


Match length 


467 


% identity 


97 


NCBI Description 


Oryza sativa anther-specific protein gene, complete cds 


Seq. No. 


410080 


Seq. ID 


uC-osflcyp028c03al 


Method 


BLASTX 


NCBI GI 


g3036949 


BLAST score 


300 


E value 


4.0e-27 


Match length 


57 


% identity 


100 


NCBI Description 


(AB012 638) light harvesting chlorophyll a/b-binding prot 



[Nicotiana sylvestris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



410081 

uC-osflcyp028c03bl 

BLASTX 

gll5787 

609 

2.0e-63 

149 
83 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



410082 

uC-osflcyp028c07bl 

BLASTX 

g730461 

198 

3.0e-15 

52 

69 

40S RIBOSOMAL PROTEIN YS29A >gi_626904_pir S48503 

ribosomal protein S29.e.A, cytosolic - yeast (Saccharomyces 
cerevisiae) >gi_287628_dbj_BAA03507_ (D14676) ribosomal 
protein YS29 [Saccharomyces cerevisiae] >gi_625108 (U19729) 
Ylr388wp [Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



410083 

uC-osflcyp028cl0bl 

BLASTN 

g2072726 

268 

1.0e-149 

318 
97 

O. sativa mRNA for Fd-GOGAT, partial, clone OsGog2 



53195 





Seq. No. 


410084 




Seq. ID 


uC-osflcyp028cl2bl 










NCBI GI 


g4741187 




BLAST score 


412 




E value 


4.0e-40 




Match length 


163 




% identity 


52 




NCBI Description 


(AL049746) putative 




Seq. No. 


410085 




Seq. ID 


uC-osflcyp028d01bl 




Method 


BLASTX 






CJDUIOjUZ 




BLAST score 


367 




E value 


4.0e-35 




Match length 


132 




% identity 


61 




NCBI Description 


LIGULELESS1 PROTEIN 


III 




protein [Zea mays] 




Seq. No. 


410086 




Seq. ID 


uC-osflcyp028d02bl 




Method 


BLASTX 




NCBI GI 


gl419090 


y & 


BLAST score 


256 




E value 


5.0e-22 




Match length 


49 




% identity 


92 



NCBI Description 



(X94 968) 37kDa chloroplast inner envelope membrane 
polypeptide precursor [Nicotiana tabacum] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



410087 

uC-osflcyp028d03bl 

BLASTX 

gl29708 

592 

2.0e-61 

146 

76 

PROTOCHLOROPHYLLIDE REDUCTASE PRECURSOR (PCR) 
(NADPH-PROTOCHLOROPHYLLIDE OXIDOREDUCTASE) 

>gi__82 417_pir S04783 protochlorophyllide reductase (EC 

1.3.1.33) precursor - barley >gi_19061_emb_CAA33879_ 
(X15869) precursor peptide (AA -74 to 314) [Hordeum 

vulgare] >gi_227065_prf 1613434 A protochlorophyllide 

oxidoreductase [Hordeum vulgare var. distichum] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



410088 

uC-osflcyp028d05bl 

BLASTX 

g2347098 

557 

3.0e-57 

116 

86 



53196 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(U76845) ubiquitin-specific protease [Arabidopsis thaliana] 
>gi__4490742_emb_CAB38904 . 1_ (AL035708) ubiquitin-specific 
protease (AtUBP3) [Arabidopsis thaliana] 

410089 

uC-osflcyp028d06bl 

BLASTX 

g2668744 

606 

6.0e-63 

115 
97 

(AF034946) ubiquitin conjugating enzyme [Zea mays] 
410090 

uC-osflcyp028d07al 

BLASTX 

g399212 

193 

1.0e-14 

77 
52 

ATP-DEPENDENT CLP PROTEASE ATP-BINDING SUBUNIT CLPA HOMOLOG 

CD4A PRECURSOR >gi_10018 9_pir A35905 CD4A protein - tomato 

>gi_170433 (M32603) ATP-dependent protease (CD4A) 
[Lycopersicon esculentum] 

410091 

uC-osflcyp028d07bl 

BLASTX 

g399213 

595 

8.0e-62 

135 

86 

ATP-DEPENDENT CLP PROTEASE ATP-BINDING SUBUNIT CLPA HOMOLOG 

CD4B PRECURSOR >gi JL00190_pir B35905 CD4B protein - tomato 

>gi_170435 (M32604) ATP-dependent protease (CD4B) 
[Lycopersicon esculentum] 

410092 

uC-osflcyp028d08bl 

BLASTX 

g3360291 

470 

4.0e-47 

124 

72 

(AF023165) leucine-rich repeat transmembrane protein kinase 
2 [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



410093 

uC-osflcyp028d09bl 

BLASTX 

g733454 

499 

2.0e-50 



53197 



• 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



120 
80 

(U23188) chlorophyll a/b-binding apoprotein CP2 6 precursor 
[Zea mays] 

410094 

uC-osflcyp028dl0bl 

BLASTX 

g3264769 

537 

7.0e-55 

140 
67 

(AF071894) late embryogenesis-like protein [Prunus 
armeniaca] 

410095 

uC-osflcyp028dl2bl 

BLASTX 

gl350548 

200 

2.0e-15 

67 

58 

(L47609) heat shock-like protein [Picea glauca] 
410096 

uC-osflcyp028e01bl 

BLASTX 

g2352492 

262 

7.0e-23 

115 
46 

(AF005047) transport inhibitor response 1 [Arabidopsis 
thaliana] >gi_2352494 (AF005048) transport inhibitor 
response 1 [Arabidopsis thaliana] 

410097 

uC-osflcyp028e03bl 

BLASTX 

g4508069 

316 

4.0e-32 

112 
52 

(AC005882) 12246 [Arabidopsis thaliana] 
410098 

uC-osflcyp028e04bl 

BLASTX 

g2865175 

306 

8.0e-28 

102 
59 

(AB010945) AtRerlA [Arabidopsis thaliana] 



53198 



4) 



>gi_4914434_emb_CAB43637. 1_ (AL050351) AtRerlA [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



410099 

uC-osflcyp028e05bl 

BLASTX 

gll5787 

668 

3.0e-70 

148 
89 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

410100 

uC-osflcyp028e08bl 

BLASTX 

g3126854 

656 

5.0e-69 

124 

99 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 
410101 

uC-osflcyp028el2bl 

BLASTX 

g5912299 

767 

7.0e-82 

157 
98 

(AJ133787) gigantea homologue [Oryza sativa] 
410102 

uC-osflcyp028f01bl 

BLASTN 

g6041757 

52 

3.0e-21 

52 
100 

Genomic Sequence For Oryza sativa Clone 10P20, Lemont 
Strain, Complete Sequence, complete sequence 

410103 

uC-osflcyp028f02bl 

BLASTX 

g2462762 

252 

1.0e-21 

84 
61 

(AC002292) Highly similar to auxin-induced protein 



53199 



ft 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ft 



(aldo/keto reductase family) [Arabidopsis thaliana] 
410104 

uC-osflcyp028f03bl 

BLASTN 

g5042437 

333 

0.0e+00 

489 
99 

Oryza sativa BAC T49B20 genomic sequence, complete sequence 
410105 

uC-osflcyp028f04bl 

BLASTX 

g4559358 

330 

1.0e-30 

97 

61 

(AC006585) putative steroid binding protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



410106 

uC-osflcyp028f06bl 

BLASTX 

g4836892 

353 

2.0e-33 

110 

66 

(AC007369) Putative RNA helicase [Arabidopsis thaliana] 
410107 

uC-osflcyp028f07al 

BLASTX 

g3608495 

189 

4.0e-14 

74 

58 

(AF089738) plastid division protein FtsZ [Arabidopsis 
thaliana] >gi_J510351_gb_AAD21440 . 1_ (AC006921) plastid 
division protein FtsZ [Arabidopsis thaliana] 

410108 

uC-osflcyp028f 09bl 

BLASTX 

g4581162 

327 

3.0e-30 
112 

53 

(AC006220) putative symbiosis-related protein [Arabidopsis 
thaliana] 



Seq. No. 



410109 



53200 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-osflcyp028fl0bl 
BLASTX 
gl31388 
488 

3.0e-49 
149 
70 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II 

THYLAKOID MEMBRANE PROTEIN) >giJL008 31_pir S16260 

photosystem II oxygen-evolving complex protein 1 - common 
wheat x Sanduri wheat >gi_21844_emb__CAA40670_ (X57408) 
33kDa oxygen evolving protein of photosystem II [Triticum 



(33 KD 
(33 KD 





aestivum] 


Seq. No. 


410110 


Seq. ID 


uC-osflcyp028fllbl 


Method 


BLASTX 


NCBI GI 


g283006 


BLAST score 


307 


E value 


6.0e-28 


Match length 


75 


% identity 


80 


NCBI Description 


osc6 protein - rice 


Seq. No. 


410111 


Seq. ID 


uC-osflcyp028fl2bl 


Method 


BLASTX 


NCBI GI 


g3023947 


BLAST score 


537 


E value 


4 .0e-64 


Match length 


127 


% identity 


94 


NCBI Description 


PROBABLE HISTONE DEi 



(AF035815) putative histone deacetylase RPD3 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



410112 

uC-osflcyp028g03bl 

BLASTX 

g2459443 

371 

2.0e-35 

102 
71 

(AC002332) putative NAD ( P) -dependent cholesterol 
dehydrogenase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



410113 

uC-osflcyp028g05bl 

BLASTX 

g4263521 

228 

2.0e-25 

122 

51 

(AC004044) 
thaliana] 



putative WD-repeat protein [Arabidopsis 



53201 



I) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



410114 

uC-osflcyp028g09bl 

BLASTX 

g5302810 

583 

2.0e-60 

147 

69 

(Z97342) putative beta-amylase [Arabidopsis thaliana] 
410115 

uC-osflcyp028gllbl 

BLASTX 

g5821406 

259 

3.0e-22 

166 
36 

(AB025531) 24 kDa vacuolar protein VP24 [Ipomoea batatas] 
410116 

uC-osflcyp028gl2bl 

BLASTX 

g3184288 

214 

5.0e-17 

62 
60 

(AC004136) unknown protein [Arabidopsis thaliana] 
410117 

uC-osflcyp028h01bl 

BLASTX 

g2811026 

245 

6.0e-21 

52 
88 

TCP1-CHAPER0NIN COFACTOR A HOMOLOG >gi_194 6375 (U93215) 
TCPl-chaperonin cofactor A isolog [Arabidopsis thaliana] 
>gi_2347204 (AC002338) TCPl-chaperonin cofactor A isolog 
[Arabidopsis thaliana] 

410118 

uC-osflcyp028h02bl 

BLASTN 

g2773153 

352 

O.Oe-fOO 

368 

99 

Oryza sativa abscisic acid- and stress-inducible protein 
(Asrl) mRNA, complete cds 



Seq. No. 
Seq. ID 



410119 

uC-osflcyp028h04bl 



53202 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2114207 

417 

7,0e-41 

79 
100 

(D86744) glutaredoxin [Oryza sativa] 
410120 

uC-osflcyp028h05bl 

BLASTX 

g4768911 

806 

2.0e-86 

162 

94 

(AF131201) plasma membrane MIP protein [Zea mays] 



410121 

uC-osflcyp028h06bl 

BLASTX 

g2130078 

410 

5.0e-40 

94 
85 

MADS-box protein 3 



rice >gi_886405 (L37528) MADS box 



protein [Oryza sativa] 
410122 

uC-osflcyp028hllbl 

BLASTX 

gl620896 

454 

4.0e-45 

142 

65 

(D87956) protein involved in sexual development 
[Schizosaccharomyces pombe] >gi_2408048_emb_CAB16251_ 
(Z99164) hypothetical protein [Schizosaccharomyces pombe] 

410123 

uC-osflcyp02 9a02bl 

BLASTX 

g5803272 

407 

1.0e-39 

98 
82 

(AP000399) ESTs AU055950 (S20175 ) , C73125 (E2952 ) , 
AU055951 (S20175) correspond to a region of the predicted 
gene; similar to acyl-ACP thioesterase (U92878) [Oryza 
sativa] 



Seq. No. 
Seq. ID 
Method 



410124 

uC-osflcyp029a04bl 
BLASTX 



53203 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



g5903092 
501 

1.0e-50 

139 

76 

(AC008017) Highly similar to developmental protein DG1118 
[Arabidopsis thaliana] 

410125 

uC-osflcyp029a06bl 

BLASTX 

g3122234 

330 

1.0e-30 

135 
52 

EUKARYOTIC TRANSLATION INITIATION FACTOR 2 BETA SUBUNIT 
(EIF-2-BETA) (P38) >gi_2306768 (U87163) eIF-2 beta subunit 
[Triticum aestivum] 

410126 

uC-osflcyp029a07bl 

BLASTX 

g2293480 

449 

1.0e-44 

89 
98 

(AF011331) glycine-rich protein [Oryza sativa] 
410127 

uC-osflcyp029al2bl 

BLASTX 

g3386614 

474 

2.0e-47 

150 

38 

(AC004665) putative transcription factor SF3 [Arabidopsis 
thaliana] 

410128 

uC-osflcyp029b01bl 

BLASTX 

g3859568 

217 

1.0e-17 

38 
95 

(AF098752) unknown [Oryza sativa] 
410129 

uC-osflcyp02 9b02bl 

BLASTX 

g548770 

880 

5.0e-95 



53204 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



171 
99 

60S RIBOSOMAL PROTEIN L3 >gi_48 1228_pir S38359 ribosomal 

protein L3 - rice >gi_303853_dbj__BAA02155_ (D12630) 
ribosomal protein L3 [Oryza sativa] 

410130 

uC-osflcyp029b05bl 

BLAST X 

g4567250 

229 

9.0e-19 

102 
49 

(AC007070) hypothetical protein [Arabidopsis thaliana] 
410131 

uC-osflcyp029b07al 

BLASTX 

g687677 

297 

9.0e-27 

86 
67 

(U19925) unknown [Arabidopsis thaliana] 
410132 

uC-osflcyp029b08bl 

BLASTX 

g6094303 

499 

2.0e-50 

151 

65 

SELENOCYSTEINE METHYLTRANSFERASE ( SECYS-METHYLTRANSFERASE) 
(SECYS-MT) >gi_4006848_emb_CAA10368_ (AJ131433) 
selenocysteine methyltransf erase [Astragalus bisulcatus] 

410133 

uC-osflcyp029bl0bl 

BLASTX 

g5091623 

611 

1.0e-63 

137 
86 

(AC007454) Similar to gb__U93048 somatic embryogenesis 
receptor-like kinase from Daucus carota, contains 4 
PF_00560 Leucine Rich Repeat domains and a PF_00069 
Eukaryotic protein kinase domain. [Arabidopsis thaliana] 

410134 

uC-osflcyp029bllbl 

BLASTN 

gl785855 

160 

1.0e-84 



53205 



€1 



Match length 

% identity 

NCBI Description 



176 
98 

Oryza sativa mRNA for w-3 fatty acid desaturase, partial 
cds 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



410135 

uC-osflcyp029c02bl 

BLASTX 

g3790100 

390 

2.0e-54 

145 
74 

(AF095520) pyrophosphate-dependent phosphof ructokinase beta 
subunit [Citrus X paradisi] 



Seq. No. 


410136 


Seq. ID 


uC-osf Icyp029c03bl 




BLASTX 


NCBI GI 


g4557026 


RTiAST score 


221 


F, \TA 1 IIP 


8 Oe-18 


Match length 


116 


% \ Hprif "1 1" V 


11 


NCBI Description 


guanine nucleotide \ 




(U50078) p532 [Homo 


Sea. No. 


410137 


Seq. ID 


uC-osf Irvn02 9c0 6bl 


Method 


BLASTX 


NCBI GI 


a2388564 


BLAST score 


222 


E value 


5 . Oe-18 


Match length 


166 


% identity 


34 


NCBI Description 


(AC000098) ESTs gb_, 




gene. [Arabidopsis 


Seq. No. 


410138 


Seq. ID 


uC-osflcyp029c07bl 


Method 


BLASTX 


NCBI GI 


g4220481 


BLAST score 


212 


E value 


8.0e-17 


Match length 


103 


% identity 


46 


NCBI Description 


(AC006069) unknown ] 


Seq. No. 


410139 


Seq. ID 


uC-osflcyp029c08bl 


Method 


BLASTX 


NCBI GI 


g4049341 


BLAST score 


162 


E value 


5.0e-ll 


Match length 


45 


% identity 


60 


NCBI Description 


(AL034567) putative 



come from this 



53206 



4D 



Seq. No. 


410140 


Seq. ID 


uC-osflcyp02 9cl2bl 


Method 


BLASTX 


NCBI GI 


g2130136 


BLAST score 


426 


E value 


6.0e-42 


Match length 


154 


% identity 


30 


NCBI Description 


homeotic protein H< 


Seq. No. 


410141 


Seq. ID 


uC-osflcyp02 9d02bl 


Method 


BLASTN 




or/1 ri Q A *3 

g4u y / y4o 


BLAST score 


205 


E value 


1.0e-lll 


Match length 


205 


% identity 


100 


NCBI Description 


Oryza sativa beta-: 




complete cds 


Seq. No. 


410142 


Seq. ID 


uC-osflcyp029d03bl 


Method 


BLASTX 


NCBI GI 


gll36122 


BLAST score 


777 


E value 


5.0e-83 


Match length 


146 


% identity 


98 



maize 



(Gns7) gene, 



NCBI Description (X91807) alfa-tubulin [Oryza sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



410143 

uC-osflcyp029d05bl 

BLASTX 

g5091542 

324 

7.0e-30 

74 

77 

(AC007067) T10O24.11 



[Arabidopsis thaliana] 



410144 

uC-osflcyp029d0 6bl 

BLASTX 

g5524769 

165 

3.0e-ll 

47 

66 

(AJ243822) Mrell protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



410145 

uC-osflcyp029d08bl 

BLASTX 

g4680207 

233 



53207 



E value 
Match length 
% identity 
NCBI Description 



2.0e-24 

148 
42 

(AF114171) disease resistance protein RPM1 homolog [Sorghum 
bicolor] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



410146 

uC-osflcyp029d09bl 

BLASTX 

gll5787 

389 

1.0e-66 

151 
89 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

410147 

uC-osflcyp02 9dl0bl 

BLASTX 

g5430760 

360 

4.0e-34 

81 

80 

(AC007504) Putative ribosomal protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



410148 

uC-osflcyp029dllbl 

BLASTX 

g3297818 

255 

9.0e-22 

87 

46 

(AL031032) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



410149 

uC-osflcyp029d!2bl 

BLASTX 

g3023713 

812 

4.0e-87 

161 

99 

ENOLASE ( 2 - PHOS PHOGLYCERATE DEHYDRATASE) 
(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) (OSE1) >gi_780372 
(U09450) enolase [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



410150 

uC-osflcyp02 9e01bl 

BLASTX 

gll5787 



53208 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



343 

3.0e-32 

70 
94 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 

(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 

[Oryza sativa] 

410151 

uC-osflcyp029e02bl 

BLASTX 

g3860277 

639 

7.0e-67 

154 

81 

(AC005824) putative ribosomal protein L10 [Arabidopsis 
thaliana] >gi_4314394_gb_AAD15604_ (AC006232) putative 
ribosomal protein L10A [Arabidopsis thaliana] 

410152 

uC-osflcyp02 9e03bl 

BLASTN 

g2245377 

35 

5.0e-10 
83 
86 

Arabidopsis thaliana auxin response factor 1 
complete cds 



(ARF1) mRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



410153 

uC-osflcyp029e06bl 

BLASTX 

g3941289 

377 

4.0e-36 

157 

49 

(AF018093) similarity to 



SCAMP37 [Pisum sativum] 



410154 

uC-osflcyp02 9e07bl 

BLASTX 

g3702665 

153 

6.0e-10 

77 
42 

(AJ007349) pathogenisis-related protein 1.2 [Triticum 
aestivum] 



Seq. No. 
Seq. ID 

Method 



410155 

uC-osflcyp029el0bl 
BLASTX 



53209 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



g4753659 
300 

5.0e-27 

176 

39 

(AL049751) putative protein [Arabidopsis thaliana] 
410156 

uC-osflcyp029ellbl 

BLASTX 

gl346771 

463 

4.0e-46 

98 

90 

PHOSPHOENOLPYRUVATE CARBOXYKINASE [ATP] 

>gi_1086117_pir S52988 phosphoenolpyruvate carboxykinase 

(PCK1) - Urochloa panicoides >gi_607752 (U09241) 
phosphoenolpyruvate carboxykinase [Urochloa panicoides] 

410157 

uC-osflcyp029el2bl 

BLASTX 

g3914212 

236 

1.0e-19 

80 
55 

5-OXOPROLINASE ( 5-OXO -L- PROLINASE) ( PYROGLUTAMASE) 
(5-OPASE) >gi_1732065 (U70825) 5-oxo-L-prolinase [Rattus 
norvegicus] 

410158 

uC-osflcyp029f02bl 

BLASTX 

g3643596 

459 

8.0e-46 

119 

72 

(AC005395) hypothetical protein [Arabidopsis thaliana] 
410159 

uC-osflcyp029f03bl 

BLASTX 

gl362184 

200 

1.0e-15 

40 
100 

histone H2B-8 - wheat >gi_531058__dbj_BAA07157__ (D37943) 
protein H2B-8 [Triticum aestivum] 

410160 

uC-osflcyp029f05bl 

BLASTX 

g3513744 



53210 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167 

2.0e-ll 

42 
69 

(AF080118) contains similarity to Medicago truncatula MtN3 
(GB:Y08726) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



410161 

uC-osflcyp029f07al 

BLASTX 

g5042444 

376 

4.0e-36 

94 

82 

(AC00778 9) putative low molecular early light-inducible 
protein [Oryza sativa] 

410162 

uC-osflcyp029f07bl 

BLASTX 

g2407267 

208 

1.0e-16 

80 
55 

(AF017356) low molecular early light-inducible protein 
[Oryza sativa] 

410163 

uC-osflcyp029f08bl 

BLASTX 

g5007084 

539 

3.0e-55 

106 

98 

(AF155333) NADP-specif ic isocitrate dehydrogenase [Oryza 
sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



410164 

uC-osflcyp029f09bl 

BLASTX 

g5091498 

633 

3.0e-66 

138 
89 

(AB023482) ESTs AU058067 (E20733 ) , AAU058070 (E20873 ) 
correspond to a region of the predicted gene.; Similar to 
Populus tremuloides caffeoyl-CoA 3-0-methyltransf erase 
mRNA, complete cds . (U27116) [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



410165 

uC-osflcyp02 9f llbl 

BLASTX 

g2342685 



53211 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



185 

1.0e-13 

88 
45 

(AC000106) Contains similarity to Rhodococcus amidase 
(gb_D16207). ESTs gb_T20504 , gbJH36650, gb_N97423, gb_H36595 
come from this gene. [Arabidopsis thaliana] 

410166 

uC-osflcyp029f 12bl 

BLASTX 

gl002796 

286 

2.0e-25 

65 
82 

(U33915) CpmlO [Craterostigma plantagineum] 
410167 

uC-osflcyp029g01bl 

BLASTX 

g2407281 

685 

3.0e-72 

136 

94 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 

410168 

uC-osflcyp029g02bl 

BLASTX 

g3288883 

397 

1.0e-38 

94 

86 

(AB015431) SAR DNA binding protein [Oryza sativa] 
410169 

uC-osflcyp029g03al 

BLASTN 

g218188 

42 

4.0e-14 

94 
86 

Rice mRNA for poly-ubiquitin, partial sequence 
410170 

uC-osflcyp029g03bl 

BLASTN 

g6014706 

34 

2.0e-09 

42 
95 
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NCBI Description Zea mays calreticulin (CRT) mRNA, complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



410171 

uC-osflcyp029g05bl 

BLASTX 

g3687251 

509 

1.0e-51 

143 

71 

(AC005169) unknown protein [Arabidopsis thaliana] 
410172 

uC-osflcyp029g06bl 

BLASTX 

g3779218 

359 

6.0e-34 

89 

73 

(AF030879) protein kinase CPK1 [Solanum tuberosum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



410173 

uC-osflcyp029g08bl 

BLASTX 

g418854 

709 

4.0e-75 

144 

18 

ubiquitin precursor - parsley >gi_288112_emb_CAA45621_ 
(X64344) polyubiquitin [Petroselinum crispum] 
>gi_288114_emb_CAA45622_ (X64345) polyubiquitin 
[Petroselinum crispum] 

410174 

uC-osflcyp029g09bl 

BLASTX 

g722377 

323 

9.0e-30 

89 
62 

(U23139) highly similar to beta-ureidopropionase 
(SP:BUP RAT) [Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



410175 

uC-osflcyp029gl0bl 

BLASTX 

g548492 

189 

5.0e-27 

100 
61 

EXOPOLYGALACTURONASE PRECURSOR (EXOPG) (PECTINASE) 
(GALACTURAN 1, 4 - AL P HA- GAL ACT URON I DAS E ) 
>gi_629853_pir S30066 polygalacturonase - maize 
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>g i_2 8 8 3 7 9_emb_CAA4 5 7 5 1_ 
mays] 



(X64408) polygalacturonase [Zea 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



410176 

uC-osflcyp02 9gl2bl 

BLAST X 

gll72635 

560 

1.0e-57 

118 
95 

26S PROTEASE REGULATORY SUBUNIT 4 HOMOLOG (TAT-BINDING 
PROTEIN HOMOLOG 2) >gi_556558_dbj_BAA04 615_ (D17789) rice 
homologue of Tat binding protein [Oryza sativa] 

410177 

uC-osflcyp02 9h02bl 

BLASTX 

g549063 

289 

3.0e-26 

56 

96 

T RAN SLAT I ON ALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

>gi_1072464_pir A3 8 958 IgE-dependent histamine-releasing 

factor homolog - rice >gi_303835_dbj_BAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 

410178 

uC-osflcyp029h08bl 

BLASTX 

g2407281 

282 

2.0e-36 

107 

79 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



410179 

uC-osflcyp02 9hllbl 

BLASTX 

g3402697 

472 

3.0e-47 

149 

61 

(AC004261) putative phosphatidylinositol-4 -phosphate 
5-kinase [Arabidopsis thaliana] 

410180 

uC-osflcyp029hl2bl 

BLASTX 

g2662343 

731 

1.0e-77 

142 
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% identity 99 

NCBI Description (D63581) EF-1 alpha [Oryza sativa] 

Seq. No. 410181 

Seq. ID uC-osflcyp030a02bl 

Method BLASTX 

NCBI GI g4680192 

BLAST score 383 

E value 4.0e-4 9 

Match length 122 

% identity 85 

NCBI Description (AF111710) hypothetical protein [Oryza sativa subsp. 
indica] 

Seq. No. 410182 

Seq. ID uC-osflcyp030a03al 

Method BLASTN 

NCBI GI g2950394 

BLAST score 34 

E value 2.0e-09 

Match length 50 

% identity 92 

NCBI Description Zea mays me gene, exons 1 to 

Seq. No. 410183 

Seq. ID uC-osflcyp030a03bl 

Method BLASTX 

NCBI GI gl518540 

BLAST score 74 6 

E value 2.0e-79 

Match length 154 

% identity 88 

NCBI Description (U53418) UDP-glucose dehydrogenase [Glycine max] 
410184 

uC-osflcyp030a04bl 
BLASTX 
g5803244 
304 

4.0e-28 

87 
71 

(AP000399) similar to hexose carrier protein HEX6 &RCCHCP 
(Q07423) [Oryza sativa] 

Seq. No. 410185 

Seq. ID uC-osflcyp030a08bl 

Method BLASTX 

NCBI GI gl408222 

BLAST score 359 

E value 3.0e-34 

Match length 97 

% identity 73 

NCBI Description (U60764) pathogenesis-related protein [Sorghum bicolor] 

Seq. No. 410186 

Seq. ID uC-osflcyp030a09bl 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2911148 

718 

4.0e-76 

157 

87 

(AB005808) NADP-malic enzyme [Aloe arborescens] 
410187 

uC-osflcyp030b01bl 

BLASTX 

g3885888 

306 

8.0e-28 

61 

98 

(AF093632) high mobility group protein [Oryza sativa] 
410188 

uC-osflcyp030b02bl 

BLASTX 

g3345477 

607 

4 .Oe-63 

163 
73 

(AB016283) carbonic anhydrase [Oryza sativa] 
410189 

uC-osflcyp030b04bl 

BLASTX 

g283008 

472 

2.0e-47 

111 

83 

sucrose synthase (EC 2.4.1.13) - rice 

>gi_20366_emb_CAA46017_ (X64770) sucrose synthase [Oryza 
sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



410190 

uC-osflcyp030b05bl 

BLASTX 

gl31773 

490 

1.0e-49 

108 

92 

4 OS RIBOSOMAL PROTEIN S14 (CLONE MCH2) 

>gi_82724_pir B30097 ribosomal protein S14 

maize 



(clone MCH2) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



410191 

uC-osflcyp030b07bl 

BLASTX 

g2239083 

233 
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# # 



E value 
Match length 
% identity 
NCBI Description 



3.0e-19 

120 
47 

(Z84383) anthranilate N-hydroxycinnamoyl/benzoyltransf erase 
[Dianthus caryophyllus] >gi__2239087_emb_CAB06429_ (Z84385) 
anthranilate N-hydroxycinnamoyl/benzoyltransf erase 
[Dianthus caryophyllus] 



4» 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



410192 

uC-osflcyp030b08bl 

BLASTX 

g2852443 

143 

5.0e-20 

78 
71 

(AB003377) ADP-ribosylation factor [Salix bakko] 
410193 

uC-osflcyp030c04bl 

BLASTX 

g4581149 

220 

6.0e-18 

68 
57 

(AC006919) hypothetical protein [Arabidopsis thaliana] 
410194 

uC-osflcyp030c07bl 

BLASTX 

g2623298 

294 

2.0e-35 

89 
85 

(AC002409) putative 4-alpha-glucanotransf erase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



410195 

uC-osflcyp030c08bl 

BLASTX 

g4538965 

253 

1.0e-21 

110 
45 

(AL04 9488) hypothetical protein 
410196 

uC-osflcyp030c09bl 

BLASTX 

g3420055 

410 

5.0e-40 

90 

87 



[Arabidopsis thaliana] 
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NCBI Description (AC004680) cyclophilin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



410197 

uC-osflcyp030cllbl 

BLASTX 

g2130069 

325 

1.0e-30 

68 

88 

catalase (EC 1.11.1.6) catA - rice 

>gi_1261858_dbj_BAA06232__ (D29966) catalase [Oryza sativa] 
410198 

uC-osflcyp030cl2bl 

BLASTX 

g82080 

255 

3.0e-22 

81 
64 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 

410199 

uC-osflcyp030d03bl 

BLASTX 

g3914603 

680 

1.0e-71 

131 
99 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE, 
CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) >gi_1778414 
(U74321) ribulose-1, 5-bisphosphate carboxylase/oxygenase 
activase [Oryza sativa] 

410200 

uC-osflcyp030d04bl 

BLASTX 

g3859568 

628 

1.0e-65 

121 

96 

(AF098752) unknown [Oryza sativa] 
410201 

uC-osflcyp030d05bl 

BLASTX 

g2493131 

581 

5.0e-60 

120 

97 

VACUOLAR ATP SYNTHASE SUBUNIT B ISOFORM 1 (V-ATPASE B 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



SUBUNIT) >gi_167108 (L11862) vacuolar ATPase B subunit 
[Hordeum vulgare] 

410202 

uC-osflcyp030d0 6bl 

BLASTX 

gl903347 

220 

7.0e-18 

124 

44 

(AC000104) EST gb_ATTS5672 comes from this gene. 
[Arabidopsis thaliana] 

410203 

uC-osflcyp030d07bl 

BLASTX 

gll71926 

238 

5.0e-20 

127 

40 

PROBABLE DOLICHYL-DIPHOSPHOOLIGOSACCHARIDE — PROTEIN 
GLYCOSYLTRANSFERASE 48 KD SUBUNIT PRECURSOR (OLIGOSACCHARYL 
TRANSFERASE 48 KD SUBUNIT) >gi_387 9647_emb_CAA85337 . 1_ 
(Z36753) similar to N-oligosaccharyl transferase 48kd 
subunit; cDNA EST EMBL:M88924 comes from this gene; cDNA 
EST EMBL:D74613 comes from this gene; cDNA EST EMBL:D76089 
comes from this gene; cDNA EST EMBL:D71642 comes from t 

410204 

uC-osflcyp030d08bl 

BLASTX 

g4886307 

547 

2.0e-58 

127 

91 

(AJ242588 ) l-deoxy-d-xylulose-5-phosphate reductoisomerase 
[Arabidopsis thaliana] 

410205 

uC-osflcyp030d09bl 

BLASTX 

gl31770 

376 

2.0e-51 

149 

66 

40S RIBOSOMAL PROTEIN S9 (40S RIBOSOMAL PROTEIN 1024) 

(VEGETATIVE SPECIFIC PROTEIN V12) >gi_70880_pir R3D024 

ribosomal protein S9.e - slime mold (Dictyostelium 
discoideum) >gi_7353_emb_CAA2 98 4 4__ (X06636) rpl024 protein 
[Dictyostelium discoideum] 

410206 

uC-osflcyp030dl0bl 
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II 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll3172 

481 

2.0e-48 

113 

83 

ACYL CARRIER PROTEIN III PRECURSOR (ACP III) 

>gi_100561_pir S17928 acyl carrier protein 3 

>gi_166971 (M58754) acyl carrier protein III 
vulgare] 



- barley 
[ Horde um 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



410207 

uC-osflcyp030dllbl 

BLASTX 

g4335745 

212 

8.0e-17 

110 

38 

(AC006284) putative hydrolase (contains an 
esterase/lipase/thioesterase active site serine domain 
{prosite: PS50187) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



410208 

uC-osflcyp030dl2bl 

BLASTX 

g3298536 

402 

3.0e-39 

137 

61 

(AC004 681) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



410209 

uC-osflcyp030e01bl 

BLASTX 

g22422 

276 

2.0e-24 

76 

67 

(X57743) polygalacturonase [Zea mays] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



410210 

uC-osflcyp030e03bl 

BLASTX 

g4099408 

194 

8.0e-15 

111 

42 

(U8 67 63) delta-type tonoplast intrinsic protein [Triticum 
aestivum] 



Seq. No. 
Seq. ID 
Method 



410211 

uC-osflcyp030e04bl 
BLASTX 
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# 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl709620 
551 

2.0e-56 

157 
40 

PROTEIN DISULFIDE I SOME RASE PRECURSOR (PDI) >gi_508975 
(U11496) protein disulfide isomerase [Triticum aestivum] 

>gi 1094851_prf 2106410A protein disulfide isomerase 

[Triticum aestivum] 

410212 

uC-osflcyp030e05bl 

BLASTX 

g3935175 

310 

3.0e-28 

86 
66 

(AC004557) F17L21.18 [Arabidopsis thaliana] 



410213 

uC-osflcyp030e06bl 

BLASTN 

g5360658 

73 

1.0e-32 

73 
100 

Oryza sativa OsASA2 mRNA 
subunit, complete cds 



for anthranilate synthase alpha 2 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



410214 

uC-osflcyp030e08bl 

BLASTX 

g3334320 

827 

7.0e-89 

167 

94 

40S RIBOSOMAL PROTEIN SA (P40) >gi_2444420 (AF020553) 
ribosome-associated protein p40 [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



410215 

uC-osflcyp030e09bl 

BLASTX 

g5921647 

535 

1.0e-54 

142 

70 

(AF155332) flavonoid 3 1 -hydroxylase [Petunia x hybrida] 
410216 

uC-osflcyp030el0bl 

BLASTX 

g3928543 

154 
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€1 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



5.0e-10 

147 
31 

(AB016819) 
thaliana] 



UDP-glucose glucosyltransf erase [Arabidopsis 



410217 

uC-osflcyp030ellal 

BLASTX 

g2286153 

443 

7.0e-44 

97 

87 

(AF007581) cytoplasmic malate dehydrogenase [Zea mays] 



410218 

uC-osflcyp030ellbl 

BLASTX 

g2286153 

636 

2.0e-66 

130 

97 

(AF007581) cytoplasmic malate dehydrogenase 



[Zea mays] 



410219 

uC-osflcyp030f01bl 

BLASTX 

g2501189 

530 

5.0e-54 

138 
77 

THIAMINE BIOSYNTHETIC ENZYME 1-1 PRECURSOR 

>gi_2130146__pir S61419 thiamine biosynthetic enzyme thil-1 

- maize >gi_596078 (U17350) thiamine biosynthetic enzyme 
[Zea mays] 

410220 

uC-osflcyp030f02bl 

BLASTX 

g82734 

672 

9.0e-71 

136 
30 

ubiquitin precursor - maize (fragment) 

>gi_22 67 63_prf 1604470A poly-ubiquitin [Zea mays] 

410221 

uC-osflcyp030f06bl 

BLASTX 

g417154 

788 

3.0e-84 

168 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



95 

HEAT SHOCK PROTEIN 82 >gi_100685 jpir S25541 heat shock 

protein 82 - rice {strain Taichung Native One) 
>gi__20256_emb_CAA77978_ (Z11920) heat shock protein 82 
(HSP82) [Oryza sativa] 

410222 

uC-osflcyp030f07al 

BLASTN 

g473998 

275 

1.0e-153 

325 
96 

Rice mRNA, partial homologous to ribosomal protein LI 9 gene 
410223 

uC-osflcyp030f07bl 

BLASTX 

g6056425 

365 

7.0e-35 

96 

73 

(AC009525) Putative ribosomal protein L19 [Arabidopsis 
thaliana] 

410224 

uC-osflcyp030f09al 

BLASTN 

g3126853 

89 

2.0e-42 

198 

86 

Oryza sativa chlorophyll a/b binding protein (RCABP8 9) 
mRNA, nuclear gene encoding chloroplast protein, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



410225 

uC-osflcyp030f09bl 

BLASTX 

g3126854 

736 

2.0e-78 

145 

97 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 
410226 

uC-osflcyp030fl0bl 

BLASTX 

gl323748 

234 

2.0e-19 

105 

50 



53223 



NCBI Description (U32430) thiol protease [Triticum aestivum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



410227 

uC-osflcyp030g01bl 

BLASTX 

g2194203 

182 

2.0e-13 

57 
65 

(U78310) pescadillo [Homo sapiens] 
>gi_5739569_gb_AAD50516. 1_AC005006_1 
[Homo sapiens] 



(AC005006) pescadillo 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



410228 

uC-osflcyp030g04bl 

BLASTX 

g2668744 

598 

4.0e-62 

121 

93 

(AF034946) ubiquitin conjugating enzyme [Zea mays] 
410229 

uC-osflcyp030g05al 

BLASTX 

g4249382 

257 

4.0e-22 

68 

69 

(AC005966) Strong similarity to gi_3337350 F13P17.3 
putative permease from Arabidopsis thaliana BAC 
gb_AC004481. [Arabidopsis thaliana] 

410230 

uC-osflcyp030g08bl 

BLASTX 

g218312 

417 

6.0e-41 

92 
85 

(D11376) chloroplast elongation factor TuB (EF-TuB) 
[Nicotiana sylvestris] 

410231 

uC-osflcyp030g09bl 

BLASTX 

g4099408 

498 

2.0e-50 

108 
85 

(U86763) delta-type tonoplast intrinsic protein [Triticum 
aestivum] 



53224 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



410232 

uC-osflcyp030gllbl 

BLASTX 

g2055376 

707 

6.0e-75 

137 
100 

(U32109) MADS box protein [Oryza sativa] 
410233 

uC-osflcyp030gl2bl 

BLASTX 

g4263771 

253 

1.0e-21 

86 
51 

(AC006218) putative nonspecific lipid-transf er protein 
precursor [Arabidopsis thaliana] 

>gi_4726121_gb_AAD28321. 1_AC006436_12 (AC006436) putative 
nonspecific lipid-transf er protein precursor [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



410234 

uC-osflcyp030h02bl 

BLASTX 

g2944178 

513 

4.0e-52 

143 

67 

(AF007778) trehalose-6-phosphate phosphatase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



410235 

uC-osflcyp030h03bl 

BLASTX 

g3080420 

363 

1.0e-34 

130 
59 

(AL022604) putative sugar transporter protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



410236 

uC-osflcyp030h04bl 

BLASTX 

g3582333 

205 

6. Oe-16 

111 

42 

(AC005496) hypothetical protein [Arabidopsis thaliana] 
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Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



410237 

uC-osflcyp030h05bl 

BLASTX 

g3914550 

591 

3.0e-61 

121 

93 

RAS- RELATED PROTEIN RAB7 >gi_2317874 (U82219) Rab7 GTP 
binding protein [Prunus armeniaca] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



410238 

uC-osflcyp030h06bl 

BLASTX 

gl084455 

374 

2.0e-70 

133 

99 

peptidylprolyl isomerase (EC 5.2.1.8) Cyp2 - rice 
>gi 600767 (L29469) cyclophilin 2 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



410239 

uC-osflcyp030h08bl 

BLASTX 

g542200 

227 

1.0e-18 

91 
53 

hypothetical protein - garden asparagus 
>gi_452714__emb_CAA54526_ (X77320) unknown [Asparagus 
officinalis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



410240 

uC-osflcyp030h09bl 

BLASTX 

gl890352 

449 

1.0e-44 

128 
42 

(X91398) transcription factor 



L2 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



410241 

uC-osflcyp030hl0bl 

BLASTX 

gl519251 

808 

1.0e-86 

164 
98 

(U65957) GF14-C protein [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 



410242 

uC-osflcyp030hl2bl 
BLASTX 
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€1 



NCBI GI 


glUUl /Uo 


BLAST score 


496 


E value 


4.0e-50 


Match length 


151 


% identity 


63 


NCBI Description 


(D64004) NifS [Synechocystis sp.] 


Seq. No* 


410243 


Seq. ID 


uC-osflcyp031a01bl 


Method 


BLASTX 


NCBI GI 


g2982322 


BLAST score 


583 


E value 


2.0e-60 


Match length 


123 


% identity 


88 


NCBI Description 


(AF051246) probable proteasome subunit 


Seq. No. 


410244 


Seq. ID 


uC-osf Icyp031a05bl 


Method 


BLASTX 


NCBI GI 


gll3172 


BLAST score 


513 


E value 


5.0e-52 


Match length 


122 


% identity 


83 


NCBI Description 


ACYL CARRIER PROTEIN III PRECURSOR (ACP 



>gi_100561_pir S17 928 acyl carrier protein 3 - barley 

>gi_166971 (M58754) acyl carrier protein III [Hordeum 
vulgare] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



410245 

uC-osflcyp031a06bl 

BLASTN 

g5042437 

44 

2.0e-15 

132 

89 

Oryza sativa BAC T4 9B20 genomic sequence, complete sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



410246 

uC-osflcyp031a07bl 

BLASTX 

g4115377 

593 

2.0e-61 

158 
68 

(AC005967) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



410247 

uC-osflcyp031a08bl 

BLASTX 

gl36640 

775 

8.0e-83 
149 
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% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



95 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_170785 (M62720) 
ubiquitin carrier protein [Triticum aestivum] 



410248 

uC-osflcyp031a09bl 

BLASTX 

g5302799 

271 

1.0e-23 

148 

39 

(Z97341) gibberellin oxidase-like protein 
thaliana] 



[Arabidopsis 



410249 

uC-osflcyp031allbl 

BLASTX 

gll4420 

533 

2.0e-54 

118 
87 

ATP SYNTHASE BETA CHAIN, MITOCHONDRIAL PRECURSOR 

>gi__100882_pir S114 91 H+-transporting ATP synthase (EC 

3.6.1.34) beta chain, mitochondrial - maize 
>gi_22173_emb_CAA3814 0_ (X54233) ATPase Fl subunit protein 
[Zea mays] >gi_897618 (M36087) F-l-ATPase subunit 2 [Zea 
mays] 

410250 

uC-osflcyp031b02bl 

BLASTX 

gll5787 

680 

1.0e-71 

149 
90 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi__824 61_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 

(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 

[Oryza sativa] 

410251 

uC-osflcyp031b0 6bl 

BLASTN 

g488161 

415 

0.0e+00 

471 

97 

Rice ribosomal external intergenic spacer DNA 
410252 

uC-osflcyp031b08bl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3868756 

866 

2.0e-93 

162 

99 

(D86611) 



catalase [Oryza sativa] 



410253 

uC-osflcyp031b09bl 

BLASTX 

g3327957 

198 

3.0e-15 

87 
43 

(AF060490) TLS-associated protein TASR-2 [Mus musculus] 
>gi_3327976 (AF067730) TLS-associated protein TASR-2 [Homo 
sapiens] 



Seq. No. 


410254 


Seq. ID 


uC-osflcyp031bllbl 


Method 


BLASTX 


NCBI GI 


g2832681 


BLAST score 


491 


E value 


2.0e-49 


Match length 


104 


% identity 


84 


NCBI Description 


(AL021712) putative protein 


Seq. No. 


410255 


Seq. ID 


uC-osflcyp031c01bl 


Method 


BLASTX 


NCBI GI 


g68843 


BLAST score 


326 


E value 


3.0e-30 


Match length 


91 


% identity 


71 


NCBI Description 


phospholipid transfer prote. 



rxce 



>gi_4139635_pdb_lRZL_ Rice Nonspecific Lipid Transfer 
Protein >gi_5107522_jpdb_lBV2_ Lipid Transfer Protein From 
Rice Seeds, Nmr, 14 Structures 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



410256 

uC-osflcyp031c04bl 

BLASTX 

g3668069 

166 

2.0e-ll 

94 

41 

(U28007) Pto kinase interactor 



1 [Lycopersicon esculentum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



410257 

uC-osflcyp031c0 6bl 

BLASTX 

g3738289 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



536 

9.0e-55 

167 

60 

(AC005309) Not56-like protein [Arabidopsis thaliana] 
410258 

uC-osflcyp031c07bl 

BLASTX 

g68843 

382 

9.0e-37 

91 
80 

phospholipid transfer protein homolog - rice 
>gi_4139635_pdb_lRZL_ Rice Nonspecific Lipid Transfer 
Protein >gi_5107522_pdb_lBV2_ Lipid Transfer Protein From 
Rice Seeds, Nmr, 14 Structures 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



410259 

uC-osflcyp031c08bl 

BLASTX 

g3264767 

243 

2.0e-20 

56 
79 

(AF071893) AP2 domain containing protein [Prunus armeniaca] 
410260 

uC-osflcyp031c0 9bl 

BLASTX 

g5852164 

179 

6.0e-13 

136 

28 

(AJ249389) vacuolar ATPase subunit H [Manduca sexta] 
410261 

uC-osflcyp031cllbl 

BLASTX 

g4586058 

382 

1.0e-36 

162 

51 

(AC007 020) unknown protein [Arabidopsis thaliana] 
410262 

uC-osflcyp031cl2bl 

BLASTX 

gl706260 

589 

5.0e-61 

124 

90 
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NCBI Description CYSTEINE PROTEINASE 1 PRECURSOR >gi_2118131_pir S59597 

cysteine proteinase 1 precursor - maize 

>gi_643597_dbj_BAA08244__ (D45402) cysteine proteinase [Zea 
mays] 



Seq. No. 


410263 


Seq. ID 


uC-osflcyp031d01bl 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


787 


E value 


3.0e-84 


Match length 


155 


% identity 


96 


NCBI Description 


(AF061577) chloroph; 


Seq. No. 


410264 


Seq. ID 


uC-osflcyp031d02bl 


Method 


BLASTX 


NCBI GI 


g4432863 


BLAST score 


426 


E value 


7.0e-42 


Match length 


139 


% identity 


60 


NCBI Description 


(AC00 6300) putative 



translocator protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



410265 

uC-osflcyp031d03bl 

BLASTX 

g3617837 

540 

2.0e-55 

110 

89 

(AF035820) gibberellin action negative regulator SPY 
[Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



410266 

uC-osflcyp031d0 6bl 

BLASTX 

g6005904 

209 

2.0e-16 

146 
38 

TATA element modulatory factor 1 >gi_423112_pir A47212 

transcription factor TMF, TATA element modulatory factor 
human >gi_58708 66_gb_AAD54 608 . 1_ (L01042) TATA element 
modulatory factor [Homo sapiens] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



410267 

uC-osflcyp031dllbl 

BLASTN 

gl9086 

48 

6.0e-18 
64 
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% identity 


94 




NCBI Description 


Hordeum vulgare pot. psaE mRNA 




Seq. No. 


410268 




Seq. ID 


uC-osflcyp031dl2bl 




Method 


BLASTX 




NCBI GI 


gl29591 




BLAST score 


384 




E value 


6.0e-37 




Match length 


72 




% identity 


100 




NCBI Description 


PHENYLALANINE AMMONIA- LYASE >gi_295824_emb_CAA3422 6_ 






(X16099) phenylalanine ainmonia-lyase [Oryza sativa] 




Seq. No. 


410269 




Seq. ID 


uC-osflcyp031e01bl 




Method 


BLASTX 




NCBI GI 


g3367534 


fl 


BLAST score 


499 


&n 


E value 


2.0e-50 


iff:; 


Match length 


156 




% identity 


62 


55 


NCBI Description 


(AC004392) Strong similarity to coatamer alpha subunit 




(HEPCOP) homolog gb U24105 from Homo sapiens. [Arabidopi 






thaliana] 




Seq. No. 


410270 




Seq. ID 


uC-osflcyp031e02bl 




Method 


BLASTX 




NCBI GI 


gl009234 


LJ 


BLAST score 


703 




E value 


2.0e-74 


^? 


Match length 


165 




% identity 


79 


Lj.il 


NCBI Description 


(L38829) SUP2 gene product [Nicotiana tabacum] 




Seq. No. 


410271 




Seq. ID 


uC-osf Icyp031e05al 




Method 


BLASTX 




NCBI GI 


gll5787 




BLAST score 


313 




E value 


5.0e-35 




Match length 


97 




% identity 


84 




NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE 



CAB-2) (LHCP) >gi_824 61_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182__emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



410272 

uC-osflcyp031e05bl 

BLASTX 

g320618 

593 

2.0e-61 
153 



53232 



% identity 77 

NCBI Description chlorophyll a/b-binding protein I precursor - rice 

>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



Seq. No. 


410273 


Seq. ID 


uC-osf Icyp031e07bl 


Method 


BLASTX 


NCBI GI 


g4490706 


BLAST score 


152 


E value 


9.0e-10 


Match length 


47 


% identity 


64 


NCBI Description 


(AL035 680) putative 


Seq. No. 


410274 


Seq. ID 


uC-osflcyp031e09bl 


Method 


BLASTX 


NCBI GI 


g5091508 


BLAST score 


308 


E value 


5.0e-28 


Match length 


149 


% identity 


44 


NCBI Description 


(AB023482) ESTs C22 



(C62866) , C22459{C62866) correspond to 
a region of the predicted gene.; Similar to genomic 
sequence of Arabidopsis thaliana BAC F8A5 , complete 
sequence. (AC002292) [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



410275 

uC-osflcyp031el0bl 

BLASTX 

g3043612 

167 

2.0e-ll 

153 
35 

(AB011116) KIAA0544 



protein [Homo sapiens] 



Seq. No. 410276 

Seq. ID uC-osflcyp031f01bl 

Method BLASTX 

NCBI GI g2459429 

BLAST score 566 

E value 3.0e-58 

Match length 135 

% identity 77 

NCBI Description (AC002332) unknown protein [Arabidopsis thaliana] 

Seq. No. 410277 

Seq. ID uC-osflcyp031f03bl 

Method BLASTX 

NCBI GI g4490706 

BLAST score 188 

E value 5.0e-14 

Match length 57 
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% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



65 

(AL035680) putative protein [Arabidopsis thaliana] 



410278 

uC-osflcyp031f04bl 

BLASTX 

g543841 

648 

6.0e-68 

123 

99 

ADP-RIBOSYLATION FACTOR 
ADP-ribosylation factor 



>gi_322518_pir S28875 

- Arabidopsis thaliana >gi__166586 
(M95166) ADP-ribosylation factor [Arabidopsis thaliana] 
>gi_2275195 (AC002337) ADP-ribosylation factor [Arabidopsis 
thaliana] >gi__4630747__gb__AAD26597 . 1_AC007236_2 (AC007236) 
ADP-ribosylation factor [Arabidopsis thaliana] 

410279 

uC-osflcyp031f07bl 

BLASTX 

g4775580 

717 

5.0e-76 

156 

88 

(AJ238787) MUS2 protein [Zea mays] 
410280 

uC-osflcyp031f 08bl 

BLASTX 

gll36120 

797 

2.0e-85 

153 

99 

(X91806) alpha-tubulin [Oryza sativa] 
410281 

uC-osflcyp031f09bl 

BLASTX 

g2754849 

313 

7.0e-29 

96 

65 

(AF039000) putative serine-glyoxylate aminotransferase 
[Fritillaria agrestis] 

410282 

uC-osflcyp031f lObl 

BLASTX 

gll72818 

538 

4.0e-55 

129 

84 
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